Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



125 
15 

(AJ007587) monooxygenase [Arabidopsis thaliana] 



173437 

jC-atXLIB327414P4b02bl 

BLASTN 

g2244901 

53 

3.0e-21 

81 
93 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173438 

jC-atXLIB327414P4b04al 

BLASTN 

g2358139 

39 

2.0e-12 

72 
88 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 YAC yUP8H12 complete 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173439 

jC-atXLIB327414P4b04a2 

BLASTX 

g2388562 

331 

9.0e-31 

72 

85 

(AC000098) EST gb_ATTS0295 
[Arabidopsis thaliana] 



comes from this gene. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173440 

jC-atXLIB327414P4b05a2 

BLASTN 

g4713943 

75 

6.0e-34 

252 

94 

Arabidopsis thaliana chromosome 
complete sequence 



1 BAC T8K14 sequence, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173441 

jC-atXLIB327414P4b08a2 

BLASTX 

gl27045 

604 

8.0e-63 

144 

82 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 



23797 



ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi__99756_pir JQ0410 methionine adenosyltransf erase (EC 

2.5.1.6) 2 - Arabidopsis thaliana >gi_166874 (M33217) 
S-adenosylmethionine synthetase (sam-2) [Arabidopsis 
thaliana] >gi_4558554__gb_AAD2264 7 . 1_AC007138_11 (AC007138) 
S-adenosylmethionine synthase 2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



173442 

jC-atXLIB327414P4b09al 

BLASTN 

g4757390 

43 

2.0e-15 

122 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F24B18, complete sequence 

173443 

jC-atXLIB327414P4b09a2 

BLASTX 

g3269288 

420 

3.0e-41 

105 
75 

(AL030978) putative protein [Arabidopsis thaliana] 
173444 

jC-atXLIB327414P4c03a2 

BLASTX 

g3980254 

259 

2.0e-22 

144 

37 

(AJ006053) peroxisomal membrane protein [Arabidopsis 
thaliana] >gi_4 77388 6_gb_AAD2 9759 . 1_AF0 7 624 3_6 (AF076243) 
pmp22 peroxisomal membrane protein [Arabidopsis thaliana] 

173445 

jC-atXLIB327414P4c03b2 

BLASTN 

g3980253 

200 

1.0e-108 

200 

100 

Arabidopsis thaliana mRNA for peroxisomal membrane protein 
173446 

jC-atXLIB327414P4c04a2 

BLASTX 

gll5767 

527 

9.0e-54 

127 



23798 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>giJL6372_emb_CAA27541__ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 

173447 

jC-atXLIB327414P4c05a2 

BLASTX 

g4263525 

179 

6.0e-13 

141 

19 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 

173448 

jC-atXLIB327414P4clla2 

BLASTX 

g2443755 

150 

1.0e-09 

143 
29 

(AF020433) cyclophilin [Arabidopsis thaliana] 
173449 

jC-atXLIB327414P4c!2a2 

BLASTX 

g4538963 

243 

1.0e-26 

101 
64 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb__AAD28776 . 1_AF134129_1 
(AF134129) LhcbS protein [Arabidopsis thaliana] 

173450 

jC-atXLIB327414P4d01a2 

BLASTX 

gl66702 

192 

2.0e-14 

85 
55 

(M64114) glyceraldehyde 
[Arabidopsis thaliana] 



3-phosphate dehydrogenase A subunit 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



173451 

jC-atXLIB327414P4d03b2 

BLASTN 

g4220510 



23799 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI.GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



50 

5.0e-19 

70 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F22K18 



173452 

jC-atXLIB327414P4d05bl 

BLASTN 

g681901 

48 

9.0e-18 

223 
86 

Arabidopsis thaliana gene for chloroplast RNA-binding 
protein cp29, complete cds (exonl, exon2, exon3, exon4) 

173453 

jC-atXLIB327414P4d09bl 

BLASTN 

g531828 

41 

1.0e-13 

75 
89 

Cloning vector pSportl, complete cds 
173454 

jC-atXLIB327 414P4dl2a2 

BLASTX 

g2244782 

132 

6.0e-09 

96 
47 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
173455 

jC-atXLIB327414P4e07a2 

BLASTN 

g2827538 

100 

8.0e-49 

278 
87 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12H17 
(ESSAII project) 

173456 

jC-atXLIB327414P4f03b2 

BLASTX 

g2707336 

587 

1.0e-65 

145 

89 



23800 



NCBI Description 


(AF037442) histone acetvltransferase rArabidor>sis thai i ana 1 


Seq. No. 


173457 


Seq. ID 


jC-atXLIB327414P4f 06a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


35 


E value 


5.0e-10 


Match length 


51 


% identity 


96 


NCBI Description 


Cucumis sativus mRNA for Datatin— like nrotein. r>artial 


Seq. No. 


173458 


Seq. ID 


jC-atXLIB327414P4g02a2 


Method 


BLASTN 


NCBI GI 


g3241927 


BLAST score 


200 


E value 


1.0e-108 


Match length 


340 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone i 




MTFil 7 . conrn 1 et e secrnence r Arabi Hon^ i thai i anal 

lil U -L- f f \_/ 1 L 1- — L_ \^ l_ *w» v-^ LX ^ X X [_ XX J- CX 1-/ J- ^-X V-/ O _L L^J Ull CX J- _1_ CX 1 1 Cl J 


Seq. No. 


173459 


Seq. ID 


jC-atXLIB327414P4gl0bl 


Method 


BLASTN 


NCBI GI 


g3776000 




4 6 


F. va 1 up 


1 . Oe-16 


1~ c*Yi 1 pncr1~hi 


50 


% idpnti1~v 


98 


NCBI Descrintion 


Arahi Hnnqi ^ thai i ana mRNIA fnr~ DFAH hnx RNA hpl -i rflc?p R"H1 9 


Seq, No. 


173460 


Seq. ID 


jC-atXLIB327 414P4glla2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


49 


E value 


2 . Oe-18 


Match lencrth 

J- 1 <-X \— ' X 1 _l_ \_*1 1 ^ Lll 


53 


% identity 


98 


NCRT Dp^rri nt" 1 on 

L N / J / -L !_/ *0 J_ _1_ L- _1_ _L 1 


Pnpi I'm "i c; a a -\- \ \7i to TnRKT A "F^t" nsfpf" i n - 1 n \c c*. r~\-rr^f~ a i n ■m^ v*+" t ^ 1 

V-' U. ^ LJ-i.lL J_ O OQ 1 L V U.O ILLiALN^i. 1UL Ua Lu. LXil J L JS-tJ k_/ J_ U LClll/ LJ CI. X. 1 L Cl J_ 


►J ■ j.1 w • 


173461 


Seq. ID 


jC-atXLIB327414P4gllb2 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


34 


E value 


2 . Oe-09 


Match length 


49 






NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich splicing 




factor, RSp40 


Seq. No. 


173462 


Seq. ID 


jC-atXLIB327414P4gl2a2 


Method 


BLASTN 



23801 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g434686 
66 

2.0e-28 

206 

83 

Arabidopsis thaliana ER retention receptor mRNA 
173463 

jC-atXLIB327414P4h02a2 

BLAST N 

g2564050 

86 

2.0e-40 

178 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUA22, complete sequence [Arabidopsis thaliana] 

173464 

jC-atXLIB327414P4h02b2 

BLASTN 

g2564050 

79 

2.0e-36 

182 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUA2 2 , complete sequence [Arabidopsis thaliana] 

173465 

jC-atXLIB327414P4h03a2 

BLASTN 

g4512656 

65 

6.0e-28 

214 

85 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

173466 

jC-atXLIB327414P4h04a2 

BLASTN 

g4512656 

37 

3.0e-ll 

190 
82 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

173467 

jC-atXLIB327414P4h07b2 

BLASTN 

g2582640 

58 

9.0e-24 



23802 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173468 

jC-atXLIB327414P4h08a2 

BLASTN 

g2462264 

39 

1.0e-12 

43 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173469 

jC-atXLIB327415Pla08al 

BLASTN 

g2145357 

48 

4.0e-18 

76 

92 

A. thaliana ATHB-9 gene 
173470 

jC-atXLIB327415Plallbl 

BLASTN 

g2582640 

50 

6.0e-19 

50 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173471 

jC-atXLIB327 415Plb02bl 

BLASTX 

g2282584 

281 

5.0e-25 

119 

40 

(U76259) elongation factor 1-alpha [Zea mays] 
173472 

jC-atXLIB327415Plb07al 

BLASTN 

g2462264 

34 

1.0e-09 

34 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



173473 



23803 



• 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327415Plb08al 

BLASTN 

g2462264 

43 

7.0e-15 

47 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173474 

jC-atXLIB327415Plc05al 

BLASTN 

g2462264 

39 

1.0e-12 

50 
94 

Cucumis sativus mRNA for patatin-like protein, partial 



173475 

jC-atXLIB327415Plc06bl 

BLASTN 

g4713943 

103 

1.0e-50 

349 
94 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T8K14 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



173476 

jC-atXLIB327415Plcl0al 

BLASTN 

g531828 

39 

1.0e-12 

43 

98 

Cloning vector pSportl, complete cds 
173477 

jC-atXLIB327415Plcllal 

BLASTN 

g2462264 

42 

2.0e-14 

50 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173478 

jC-atXLIB327415Plcllbl 

BLASTN 

g2564051 

111 

2.0e-55 
146 



23804 



% identity 96 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWD9, complete sequence [Arabidopsis thaliana] 



173479 

jC-atXLIB327415Pld06al 
BLASTN 
g3702737 
108 

1.0e-53 

264 

M J 97 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSN2, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173480 

jC-atXLIB327415Ple02al 

BLASTN 

g2462264 

47 

2.0e-17 

55 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173481 

jC-atXLIB327415Ple02bl 

BLASTX 

g4033365 

557 

2.0e-57 

117 

91 

(AJ223499) ATP sulfurylase [Brassica juncea] 



173482 

jC-atXLIB327 415Ple04al 
BLASTN 
g3687221 
113 

6.0e-57 
192 
70 

NCBI Description Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173483 

jC-atXLIB327415Ple04bl 

BLASTN 

g3687221 

97 

4.0e-47 

183 
69 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



23805 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



173484 

jC-atXLIB327415Ple05bl 

BLAST N 

gl592673 

330 

0.0e+00 

363 

98 

A.thaliana mRNA for HMG-I/Y protein 
173485 

jC-atXLIB327415Ple06al 

BLASTN 

g2462264 

45 

4.0e-16 

53 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173486 

jC-atXLIB327 415Ple07al 

BLASTN 

g2462264 

49 

1.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173487 

jC-atXLIB327 415Ple08bl 

BLASTN 

g2582640 

69 

'2.0e-30 
77 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173488 

jC-atXLIB327 415Plel0al 

BLASTN 

g2462264 

35 

5.0e-10 

43 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
173489 

jC-atXLIB327415Plellbl 

B'LASTX 

gl527221 

513 

1.0e-61 



23806 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 
97 

(U68219) catalase [Brassica napus] 
173490 

jC-atXLIB327415P2a01a2 

BLASTN 

g2462264 

51 

1.0e-19 
51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



173491 

jC-atXLIB327415P2a02al 

BLASTN 

g2853071 

39 

1.0e-12 

43 
98 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F24J7 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173492 

jC-atXLIB327415P2a03b2 

BLASTN 

g2853071 

98 

1.0e-47 

226 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24J7 
(ESSA project) 

173493 

jC-atXLIB327415P2a05a2 

BLASTN 

g2264311 

73 

8.0e-33 

207 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MLN1, complete sequence [Arabidopsis thaliana] 

173494 

jC-atXLIB327415P2a06a2 

BLASTN 

g2264311 

364 

0.0e+00 

376 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MLN1, complete sequence [Arabidopsis thaliana] 



23807 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Hatch length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



173495 

jC-atXLIB327415P2a07a2 

BLASTN 

g2462264 

46 

1.0e-16 

54 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
173496 

jC-atXLIB327415P2a09a2 

BLASTN 

g2462264 

55 

5.0e-22 

59 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173497 

jC-atXLIB327 415P2allal 

BLASTN 

g531828 

46 

1.0e-16 

57 
97 

Cloning vector pSportl, complete cds 
173498 

jC-atXLIB327415P2alla2 

BLASTN 

g2462264 

50 

5.0e-19 

54 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173499 

jC-atXLIB327415P2b02b2 

BLASTN 

g2582640 

53 

9.0e-21 

73 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173500 

jC-atXLIB327415P2b07a2 

BLASTN 

g2462264 

58 



23808 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-24 

58 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
173501 

jC-atXLIB327 415P2b07bl 

BLASTN 

g3264774 

43 

2.0e-15 

47 
98 

Arabidopsis thaliana BAC T8A17 chromosome IV, complete 
sequence [Arabidopsis thaliana] 

173502 

jC-atXLIB327415P2b08a2 

BLASTN 

g3763944 

109 

3.0e-54 

295 
87 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 

173503 

jC-atXLIB327 415P2c03a2 

BLASTN 

g2462264 

46 

8.0e-17 

54 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173504 

jC-atXLIB327415P2c05a2 

BLASTN 

g2462264 

54 

1.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173505 

jC-atXLIB327415P2c06a2 

BLASTX 

g4056433 

182 

2.0e-13 

64 
48 

(AC005990) Similar to anter-specif ic proline-rich protein 
(CEX) gb X60376 from Brassica napus . [Arabidopsis thaliana] 



23809 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173506 

jC-atXLIB327415P2c09a2 

BLASTN 

g531828 

37 

2.0e-ll 

45 

96 

Cloning vector pSportl, 



complete cds 



173507 

jC-atXLIB327415P2cl0a2 

BLASTN 

g540252 

34 

2.0e-09 

34 

100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



173508 

jC-atXLIB327415P2cllb2 

BLASTN 

g2582640 

38 

3.0e-12 

66 
91 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



173509 

jC-atXLIB327415P2cl2a2 

BLASTN 

g2462264 

53 

7.0e-21 

69 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
173510 

jC-atXLIB327415P2cl2b2 

BLASTN 

g2582640 

49 

1.0e-18 

53 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173511 

jC-atXLIB327415P2d01b2 

BLASTN 

gl66701 



23810 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 

1.0e-13 

41 

100 

Arabidopsis thaliana glyceraldehyde-3-phosphate 
dehydrogenase A subunit (GapA) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173512 

jC-atXLIB327415P2d06a2 

BLASTN 

g2290120 

56 

1.0e-22 

63 
97 

HIV-1 strain M02 front USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173513 

jC-atXLIB327415P2d08al 

BLASTN 

g2213606 

55 

3.0e-22 

171 

89 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173514 

jC-atXLIB327415P2d08a2 

BLASTX 

g2213629 

296 

1.0e-26 

71 
82 

(AC000103) F21J9.21 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173515 

jC-atXLIB327 415P2d08bl 

BLASTN 

g2213606 

49 

2.0e-18 

80 

93 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



173516 

jC-atXLIB327415P2d09bl 

BLASTN 

g4455168 

114 

3.0e-57 

218 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F10M10 



173517 

jC-atXLIB327415P2dllal 

BLASTX 

g2661422 

432 - 
9.0e-43 

91 
96 

(AJ001342) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] >gi_3096936_emb_CAA1884 6 . 1_ 
(AL023094) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] 

173518 

jC-atXLIB327415P2e01a2 

BLASTN 

g540252 

37 

3.0e-ll 

37 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
173519 

jC-atXLIB327 415P2e05b2 

BLASTN 

g2459406 

70 

7.0e-31 

189 
87 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173520 

jC-atXLIB327415P2e09a2 

BLASTN 

g2290120 

58 

6.0e-24 

62 

98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173521 

jC-atXLIB327415P2e09b2 

BLASTX 

gl931637 

273 

2.0e-24 

81 

69 
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NCBI Description (U95973) receptor-associated kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173522 

jC-atXLIB327415P2f05a2 

BLASTN 

g531828 

51 

1.0e-19 

70 
93 

Cloning vector pSportl, complete cds 



Seq. No. 173523 

Seq. ID jC-atXLIB327415P2f06a2 

Method BLASTN 

NCBI GI g3128476 

BLAST score 62 

E value 4.0e-26 

Match length 82 

% identity 94 

NCBI Description Arabidopsis thaliana metalloproteinase mRNA, complete cds 

Seq. No. 173524 

Seq. ID jC-atXLIB327415P2f07b2 

Method BLASTX 

NCBI GI gll2741 

BLAST score 126 

E value 2.0e-29 

Match length 137 

% identity 34 



NCBI Description 2S SEED STORAGE PROTEIN 3 PRECURSOR (2S ALBUMIN STORAGE 

PROTEIN) >gi__68855_pir NWMU3 2S albumin 3 precursor - 

Arabidopsis thaliana >gi_166616 (M22033) albumin 2S subunit 
3 precursor [Arabidopsis thaliana] >gi_395201_emb_CAA808 68_ 
(Z24744) 2S albumin isoform 3 [Arabidopsis thaliana] 
>gi_4 490712_emb_CAB3884 6.1_ (AL035680) NWMU3-2S albumin 3 
precursor [Arabidopsis thaliana] 



Seq. No. 173525 

Seq. ID jC-atXLIB327415P2f09al 

Method BLASTN 

NCBI GI g2285791 

BLAST score 173 

E value 1.0e-92 

Match length 196 

% identity 97 

NCBI Description Arabidopsis thaliana mRNA for cyanase, complete cds 

Seq. No. 173526 

Seq. ID jC-atXLIB327415P2fllal 

Method BLASTN 

NCBI GI g2244829 

BLAST score 203 

E value 1.0e-110 

Match length 275 

% identity 94 
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NCBI Description Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173527 

jC-atXLIB327 415P2g01b2 

BLASTN 

g2582640 

63 

1.0e-26 

71 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173528 

jC-atXLIB327415P2g05b2 

BLASTN 

g2582640 

37 

1.0e-ll 

45 

96 . . 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 

factor, RSp40 
173529 

jC-atXLIB327415P2h02b2 

BLASTN 

g2582640 

47 

4.0e-17 
71 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173530 

jC-atXLIB327415P2h03b2 

BLASTN 

g2582640 

49 

2.0e-18 
71 

92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173531 

jC-atXLIB327415P2h04a2 

BLASTN 

g2924734 

232 

1.0e-127 

367 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXE10, complete sequence [Arabidopsis thaliana] 



23814 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173532 

jC-atXLIB327415P2h07b2 

BLASTX 

gl402904 

305 

5.0e-40 

117 

71 

(X98313) peroxidase [Arabidopsis thaliana] 
173533 

jC-atXLIB327415P3allal 

BLASTN 

g531828 

37 

2.0e-ll 

45 
96 

Cloning vector pSportl, complete cds 
173534 

jC-atXLIB327 415P3b04bl 

BLASTN 

g2582640 

68 

1.0e-29 

76 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173535 

jC-atXLIB327415P3b06bl 

BLASTN 

g4678371 

185 

2.0e-99 

257 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T6G15 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



173536 

jC-atXLIB327415P3b07al 

BLASTN 

g2290120 

56 

1.0e-22 

64 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173537 

jC-atXLIB327415P3b07bl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2582640 
47 

4.0e-17 

71 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



173538 

jC-atXLIB327415P3b0 9bl 

BLASTN 

g3941523 

43 

8.0e-15 

51 

96 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

173539 

jC-atXLIB327415P3bl2bl 

BLASTN 

g2582640 

61 

1.0e-25 

77 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173540 

jC-atXLIB327415P3c07bl 

BLASTN 

g3426033 

111 

2.0e-55 

148 

99 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173541 

jC-atXLIB327415P3c09bl 

BLASTN 

g2582640 

60 

6.0e-25 

72 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173542 

jC-atXLIB327415P3cl0bl 

BLASTN 

g3548797 

262 



23816 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-145 

293 
97 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



173543 

jC-atXLIB327415P3d01bl 

BLASTX 

g2911042 

230 

6.0e-19 

47 
100 

(AL021961) Phosphoglycerate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



173544 

jC-atXLIB327 415P3d02bl 

BLASTN 

g2924653 

103 

1.0e-50 

198 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7 , complete sequence [Arabidopsis thaliana] 

173545 

jC-atXLIB327415P3d05bl 

BLASTN 

g2582640 

52 

3.0e-20 

60 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173546 

jC-atXLIB327415P3d06al 

BLASTN 

g2462264 

39 

1.0e-12 

43 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173547 

jC-atXLIB327415P3d07bl 

BLASTN 

g2341023 

71 

1.0e-31 

123 
92 
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NCBI Description Sequence of BAC F19P19 from Arafoidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173548 

jC-atXLIB327415P3e04bl 

BLASTN 

g4678258 

134 

4.0e-69 

134 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F6I7 



173549 

jC-atXLIB327415P3e06bl 

BLASTN 

g3341671 

46 

1.0e-16 

46 
100 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173550 

jC-atXLIB327415P3e07bl 

BLASTX 

gl29232 

155 

4.0e-10 

48 

62 

ORYZAIN BETA CHAIN PRECURSOR >gi_67 64 5_pir KHRZOB oryzain 

(EC 3.4.22.-) beta precursor - rice 

>gi__218183_dbj_BAA14403_ (D90407) oryzain beta precursor 
[Oryza sativa] 

173551 

jC-atXLIB327415P3e08al 

BLASTX 

g4309722 

434 

8.0e-43 

85 

100 

(AC006439) hypothetical protein [Arabidopsis thaliana] 
173552 

jC-atXLIB327415P3ellbl 

BLASTN 

g3063438 

129 

4 .Oe-66 

333 
96 

Complete sequence of Arabidopsis F22013, complete sequence 



23818 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. 
Seq. 



No. 

ID 



[Arabidopsis thaliana] 
173553 

jC-atXLIB327415P3f05al 

BLASTN 

g2462264 

46 

1.0e-16 

54 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173554 

jC-atXLIB327415P3f07bl 

BLASTN 

g3395421 

100 

8.0e-49 

104 

99 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173555 

jC-atXLIB327415P3f08bl 

BLASTN 

g4056476 

247 

1.0e-136 

267 
98 

Arabidopsis thaliana chromosome II BAC F3G5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173556 

jC-atXLIB327415P3fl0bl 

BLASTN 

g2477521 

298 

1.0e-167 

313 
99 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173557 

jC-atXLIB327415P3h02al 

BLASTN 

g2462264 

43 

5.0e-15 

43 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173558 

jC-atXLIB327415P3h03bl 
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Method 


BLASTN 




NCBI GI 


gll486 




BLAST score 


49 




T? TT3 I lip 


2 Oe-18 




M^tch 1 encrth 

L -LCI L— 1 1 X X u L. 11 


81 




% identity 


94 




NCBI Descriotion 


Euglena gracilis chloroplast 23S 


ribosomal RNA 


Seq. No. 


173559 




Seq. ID 


jC-atXLIB327415P3hl2al 




Method 


BLASTN 




NCBI GI 


g2462264 




BLAST score 


36 




W T7"p 1 no 


1 . Oe-10 




M^it'r'h 1 pnn"f h 

1 id LL/H _L 1 f — JL Jl 


44 




% identitv 


95 




NPRT 0e sprint ion 


Cucumis sativus mRNA for patatin- 


-like protein, 


Seq. No. 


173560 




Seq. ID 


jC-atXLIB327415P4a01al 




Method 


BLASTN 




NCBI GI 


g531828 




DLino 1 oluic 


49 




Hi Vdl Lit; 


2 . Oe-18 




l v ica L-Oil Xcliy L-ll 


73 




Sr I Hpni" 1 t*V 
O J- 1 1 f L. L. y 


92 






fl nni nn vprtor oSrjortl, comDlete 


cds 


Seq. No. 


173561 




Seq. ID 


jC-atXLIB327415P4a09al 




L iC L. UvU 


BLASTN 




NCBI GI 


g2290120 




BLAST score 


33 




Hj V a± Lit; 


7.0e-09 




i id l^.ii iciiy on 


37 




o J-VjlfcJll L. J_ L. ^ 


97 




NPRT Descriotion 


HIV-1 strain M02 from USA, envelope glycoprote 




gene, partial cds 




Seq. No. 


173562 




Seq. ID 


jC-atXLIB327415P4a09bl 




Method 


BLASTN 




NCBI GI 


g2582640 




BLAST score 


33 




E value 


7.0e-09 




Match length 


49 





% identity 

NCBI Description 



94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



173563 

jC-atXLIB327415P4cl2al 

BLASTN 

g4734011 

380 

0. 0e+00 
392 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



99 

Arabidopsis thaliana chromosome II BAC F24C20 genomic 
sequence, complete sequence 

1735.64 

jC-atXLIB327415P4dl0al 

BLASTN 

g681901 

292 

1.0e-163 

423 
98 

Arabidopsis thaliana gene for chloroplast RNA-binding 
protein cp29, complete cds (exonl, exon2, exon3, exon4 ) 

173565 

jC-atXLIB327415P4f09bl 

BLASTN 

g2582640 

67 

3.0e-29 

75 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

173566 

jC-atXLIB327415P4fl2al 

BLASTN 

g540252 

33 

7.0e-09 

33 

100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
173567 

jC-atXLIB327415P4g01al 

BLASTN 

g3869068 

376 

0.0e+00 

406 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC16, complete sequence [Arabidopsis thaliana] 

173568 

jC-atXLIB327415P4g02bl 

BLASTX 

g730456 

436 

4 .Oe-43 

118 
65 

4 OS RIBOSOMAL PROTEIN SI 9 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173569 

jC-atXLIB327415P4h01al 

BLASTN 

g3869068 

211 

1.0e-115 

373 
90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC16/ complete sequence [Arabidopsis thaliana] 

173570 

jC-atXLIB327415P4h01bl 

BLASTN 

g3869068 

68 

1.0e-29 

264 
85 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC16, complete sequence [Arabidopsis thaliana] 

173571 

jC-atXLIB327415P4h04al 

BLASTN 

g2462264 

35 

5.0e-10 

39 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
173572 

jC-atXLIB327415P4h04bl 

BLASTN 

g3800746 

33 

7.0e-09 

49 

94 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



173573 

jC-atXLIB327415P4h06al 

BLASTN 

g540252 

51 

1.0e-19 

59 
97 

Cloning vector pSVSportl beta-lactamase gene, 
173574 

jC-atXLIB327416Pla09al 

BLASTN 

g2462264 



complete cds 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. _No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36 

1.0e-10 

44 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
173575 

jC-atXLIB327 416Pla09bl 

BLASTX 

g550486 

160 

1.0e-10 

80 
47 

(L36530) pyruvate carboxylase [Aedes aegypti] 
173576 

jC-atXLIB327416Plc05al 

BLASTN 

g531828 

47 

4.0e-17 

66 

96 

Cloning vector pSportl, complete cds 
173577 

jC-atXLIB327416Pld04al 

BLASTX 

g3928103 

336 

2.0e-31 

63 
98 

(AC005770) putative water channel protein [Arabidopsis 
thaliana] 

173578 

jC-atXLIB327416Pldl0al 

BLASTN 

g2290120 

49 

2.0e-18 

64 

95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173579 

jC-atXLIB327416Ple03bl 

BLASTX 

gl905876 

698 

9.0e-74 

144 

94 

(U90879) biotin carboxylase subunit [Arabidopsis thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi__1916300 (U91414) heteromeric acetyl-CoA carboxylase 
biotin carboxylase subunit [Arabidopsis thaliana] 
>gi_3047099 (AF058826) Arabidopsis thaliana biotin 
carboxylase subunit (GB:U90879) [Arabidopsis thaliana] 

173580 

jC-atXLIB327416Ple04bl 

BLASTN 

g3941523 

40 

5.0e-13 

40 

100 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

173581 

jC-atXLIB327416Ple06al 

BLASTX 

g2244750 

240 

5. 0e-20 

45 

100 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



173582 

jC-atXLIB327 416Plf03al 

BLASTN 

g531828 

53 

9.0e-21 

64 

95 

Cloning vector. pSportl, complete cds 
173583 

jC-atXLIB327416Plf07al 

BLASTN 

g2290120 

51 

1.0e-19 

66 
96 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173584 

jC-atXLIB327416Plfllal 

BLASTN 

g2290120 

49 

2.0e-18 

64 
94 
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NCBI Description HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173585 

jC-atXLIB327 416Plg03al 

BLASTN 

g2462264 

44 

2.0e-15 

56 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
173586 

jC-atXLIB327416Plg04bl 

BLASTN 

g4159700 

232 

1.0e-127 

339 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K1L20, complete sequence 

173587 

jC-atXLIB327416Plg05al 

BLASTN 

gl6553 

175 

1.0e-93 

292 

90 

A. thaliana mRNA for eukaryotic translation initiation 
factor 4A-1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



173588 

jC-atXLIB327 416Plg05bl 

BLASTX 

gll70503 

491 

2.0e-49 

125 

80 

EUKARYOTIC INITIATION FACTOR 4A-1 (EIF-4A-1) 

>gi_322503_pir JC1452 translation initiation factor 

eIF-4Al - Arabidopsis thaliana >gi_16554_emb__CAA4 6188_ 

(X65052) eukaryotic translation initiation factor 4A-1 

[Arabidopsis thaliana] 

173589 

jC-atXLIB327 416Plg08bl 

BLASTX 

g3511223 

658 

4 .Oe-69 

144 
90 
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# 



NCBI Description (AF069528) plant adhesion molecule 1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173590 

jC-atXLIB327416Plh01al 

BLASTN 

g3241926 

63 

8.0e-27 

83 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSG15, complete sequence [Arabidopsis thaliana] 

173591 

jC-atXLIB327416Plh05bl 

BLASTX 

g3075394 

742 

6.0e-79 

148 
98 

(AC0044 84) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi_3559809_emb_CAA09311_ (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

173592 

jC-atXLIB327416Plh08al 

BLASTN 

g4757678 

41 

1.0e-13 

109 
96 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 

173593 

jC-atXLIB327416Plhl0bl 

BLASTX 

gl703108 

176 

2.0e-14 

104 
55 

ACTIN 2/7 >gi 2129525 pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528_pir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi__1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



173594 

jC-atXLIB327416P2a03bl 

BLASTX 

g2191153 

137 

5.0e-08 
115 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24 

(AF007269) contains similarity to blue copper proteins 
[Arabidopsis thaliana] 

173595 

jC-atXLIB327416P2a07al 

BLASTN 

g531828 

33 

5.0e-09 

37 
97 

Cloning vector pSportl, complete cds 
173596 

jC-atXLIB327416P2b04al 

BLASTN 

gl6491 

92 

4.0e-44 

124 
94 

A. thaliana mRNA for root-specific gene 
173597 

jC-atXLIB327416P2b07bl 

BLASTX 

gll5783 

735 

4 .Oe-78 

143 

96 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-140) (LHCP) >gi__1637 6_emb_CAA27543__ (X03909) 
chlorophyll a/b binding protein (LHCP AB 14 0) [Arabidopsis 
thaliana] 

173598 

jC-atXLIB327416P2bl0al 

BLASTN 

g2462264 

33 

7.0e-09 

37 

97 

Cucumis sativus mRNA for patatin-like protein, partial 
173599 

jC-atXLIB327416P2bl0bl 

BLASTX 

g2459417 

308 

3.0e-38 

117 

75 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173600 

jC-atXLIB327416P2c01bl 

BLASTN 

gl6251 

59 

2.0e-24 

170 

87 

A.thaliana mRNA DRT 
173601 

jC-atXLIB327 416P2c04al 

BLASTN 

g2462264 

41 

1.0e-13 

56 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173602 

jC-atXLIB327416P2cllal 

BLASTN 

g2462264 

47 

3.0e-17 

51 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173603 

jC-atXLIB327416P2dl0bl 

BLASTX 

g2191135 

282 

4.0e-25 

138 

45 

(AF007269) A_IG002N01 . 14 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



173604 

jC-atXLIB327416P2fllal 

BLASTN 

gl6491 

105 

8.0e-52 

248 

87 

A. thaliana mRNA for root-specific gene 
173605 

jC-atXLIB327416P2h06al 

BLASTN 

g2462264 

33 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-09 

37 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
173606 

jC-atXLIB327416P2h06bl 

BLASTN 

g3800746 

49 

2.0e-18 

49 
100 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 

173607 

jC-atXLIB327416P2h07bl 

BLASTN 

g2582640 

57 

4 .0e-23 

76 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173608 

jC-atXLIB327416P3a09bl 

BLASTX 

g550486 

226 

2.0e-18 

97 

51 

(L36530) pyruvate carboxylase [Aedes aegypti] 
173609 

jC-atXLIB327416P3al0bl 

BLASTN 

g2582640 

65 

6.0e-28 

77 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173610 

jC-atXLIB327416P3allal 

BLASTN 

g2462264 

35 

4.0e-10 

39 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
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# • 



Seq. No. 


173611 


Seq. ID 


jC-atXLIB327416P3allbl 


Method 


BLASTN 


NCBI GI 


g3941523 


BLAST score 


47 


E value 


3.0e-17 


Match length 


47 


% identity 


100 


NCBI Description 


Arabidopsis thaliana putative transcription factor (MYB92) 




mRNA, complete cds 


Seq. No. 


173612 


Seq. ID 


jC-atXLIB327416P3b01al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


41 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


173613 


Seq. ID 


jC-atXLIB327416P3b01bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


38 


E value 


8 . Oe-12 


Match length 


46 


% identity 


98 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich splicing 




factor, RSp40 


Seq. No. 


173614 


Seq. ID 


jC-atXLIB327416P3b02bl 


Method 


BLASTX 


NCBI GI 


gl552344 


BLAST score 


399 


E value 


9.0e-39 


Match length 


136 


% identity 


57 


NCBI Description 


(Y08020) heat shock protein 70 [Leishmania infantum] 


Seq. No. 


173615 


Seq. ID 


jC-atXLIB327416P3b04al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


35 


E value 


4 . 0e-10 


Match length 


43 


% identity 


95 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


173616 


Seq. ID 


jC-atXLIB32 7416P3b04bl 


Method 


BLASTN 


NCBI GI 


g2582640 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



44 

2.0e-15 

48 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173617 

jC-atXLIB327416P3c01bl 

BLASTX 

g2244750 

581 

4.0e-60 

124 

89 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

173618 

jC-atXLIB327416P3c03bl 

BLAST N 

g2582640 

56 

1.0e-22 

64 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173619 

jC-atXLIB327416P3c04bl 

BLASTX 

g4337027 

697 

1.0e-73 

140 

99 

(AF123254) MFP2 [Arabidopsis thaliana] 
173620 

jC-atXLIB327416P3c05bl 

BLASTX 

g2245118 

281 

6.0e-25 

103 

62 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
173621 

jC-atXLIB327416P3c08al 

BLASTX 

gl778093 

338 

1.0e-31 

121 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

(U64 902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

173622 

jC-atXLIB327 416P3c09bl 

BLASTN 

g4589436 

93 

1.0e-44 

371 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPA2 2 , complete sequence 

173623 

jC-atXLIB327416P3cllal 

BLASTN 

g531828 

57 

4.0e-23 

65 

97 

Cloning vector pSportl, complete cds 
173624 

jC-atXLIB327 416P3cl2al 

BLASTN 

g2618602 

269 

1.0e-149 
419 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 

173625 

jC-atXLIB327416P3d01al 

BLASTN 

g2462264 

45 

5.0e-16 

53 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
173626 

jC-atXLIB327416P3d03bl 

BLASTN 

g2582640 

54 

2.0e-21 

70 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 
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Seq. No. 

Seq. ID 

.Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173627 

j€-atXLIB327416P3d04al 

BLASTN 

g2462264 

40 

5.0e-13 

55 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173628 

jC-atXLIB327416P3d07al 

BLASTN 

gl946354 

330 

0.0e+00 

395 

98 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173629 

jC-atXLIB327 416P3e06al 

BLASTN 

g531828 

54 

2.0e-21 

62 
97 

Cloning vector pSportl, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173630 

jC-atXLIB327416P3e06bl 

BLASTX 

g2160189 

89 

2.0e-10 

149 

4 

(AC000132) Similar to I 
kinase ( gb_ RLK5 ARATH ) , 



from this gene. [Arabidopsis thaliana] 



thaliana receptor-like protein 
ESTs gb_ATTS0475,gb__ATTS4362 come 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173631 

jC-atXLIB327416P3e09al 

BLASTN 

g3046855 

340 

0.0e+00 

409 
96 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSL1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 



173632 

jC-atXLIB327416P3f01al 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2462264 

47 

3.0e-17 

55 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173633 

jC-atXLIB327416P3f01bl 

BLASTN 

g3510343 

421 

0.0e+00 

421 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173634 

jC-atXLIB327416P3f04bl 

BLASTX 

gl076442 

612 

1.0e-63 

137 

78 

beta-glucosidase (EC 3.2, 
>gi_7 5774 0_emb_CAA5 7 9 1 3_ 
[Brassica napus] 



1.21) - rape 

(X82577) beta-glucosidase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173635 

jC-atXLIB327 416P3f06al 

BLASTX 

gl076362 

167 

1.0e-ll 

57 
65 

oleoyl- [acyl-carrier-protein] hydrolase (EC 3.1.2.14) 
Arabidopsis thaliana >gi__804 948_emb_CAA85388_ (Z36911) 
acyl- (acyl carrier protein) thioesterase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173636 

jC-atXLIB327416P3f06bl 

BLASTX 

gl076360 

226 

4.0e-67 

132 

93 

oleoyl- [acyl-carrier-protein] hydrolase (EC 3.1.2.14) - 

Arabidopsis thaliana >gi_2129530_pir S69195 acyl- (acyl 

carrier protein) thioesterase (clone TE 1-1) - Arabidopsis 
thaliana >gi_634003_emb__CAA85387__ (Z36910) acyl- (acyl 
carrier protein) thioesterase [Arabidopsis thaliana] 



23834 



f> 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173637 

jC-atXLIB327416P3g01bl 

BLASTX 

g2642443 

374 

8.0e-36 

119 

64 

(AC002391) putative cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173638 

jC-atXLIB327416P3g02al 

BLAST N 

g2462264 

46 

1.0e-16 

54 

96 

Cucurais sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173639 

jC-atXLIB327416P3g02bl 

BLASTN 

g2582640 

62 

4.0e-26 

73 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173640 

jC-atXLIB327416P3h01al 

BLASTN 

g531828 

50 

6.0e-19 

65 
95 

Cloning vector pSportl, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173641 

jC-atXLIB327416P3h03al 

BLASTN 

g3510343 

406 

0.0e+00 

406 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



173642 

jC-atXLIB327416P3h05al 

BLASTN 

g2462264 



23835 



4ft 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

5.0e-16 

57 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
173643 

jC-atXLIB327 416P3h05bl 

BLASTN 

g2582640 

67 

4.0e-29 

75 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173644 

jC-atXLIB327416P3hl2al 

BLASTN 

g2760173 

374 

0.0e+00 

394 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH19, complete sequence [Arabidopsis thaliana] 

173645 

jC-atXLIB327416P4c06bl 

BLASTN 

g2582640 

56 

2.0e-22 

75 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



173646 

jC-atXLIB327416P4d06al 

BLASTN 

g2462264 

54 

2.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173647 

jC-atXLIB327417Pla02al 

BLASTX 

g3047078 

44 

4.0e-74 

153 

95 



23836 



NCBI Description 



(AF058914) similar to 11-S seed storage proteins (Pfam: 
Seedstore lls.hmm, score: 19.95) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173648 

jC-atXLIB327 417Pla05bl 

BLASTX 

g2459417 

217 

2.0e-17 

72 

67 

(AC002332) putative pre-mRNA splicing factor PRP19 
[Arabidopsis thaliana] 

173649 

jC-atXLIB327417Pla07bl 

BLASTN 

g2582640 

66 

2.0e-28 

77 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173650 

jC-atXLIB327 417Plb04al 

BLASTN 

g2462264 

50 

3.0e-19 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173651 

jC-atXLIB327 417Plb05bl 

BLASTN 

g2582640 

53 

6.0e-21 

72 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173652 

jC-atXLIB327417Plb08al 

BLASTN 

g2290120 

54 

4.0e-21 

65 

95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



23837 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173653 

jC-atXLIB327417Plbllbl 

BLASTN 

g2582640 

34 

2.0e-09 

46 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173654 

jC-atXLIB327 417Plc02al 

BLASTN 

g3176694 

71 

3.0e-31 

307 

81 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173655 

jC-atXLIB327 417Plcl0bl 

BLASTN 

g2582640 

38 

7.0e-12 

58 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173656 

jC-atXLIB327417Pld04bl 

BLASTN 

gl293564 

109 

2.0e-54 

205 
89 

Arabidopsis thaliana isopentenyl diphosphate :dimethylallyl 
diphosphate isomerase (IPP2) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173657 

jC-atXLIB327417Pld05al 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 



173658 

jC-atXLIB327417Pld07al 
BLASTN 



23838 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3641835 
158 

2.0e-83 

311 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 

173659 

jC-atXLIB327 417Pld!2bl 

BLASTN 

g3941523 

37 

3.0e-ll 

45 

96 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173660 

jC-atXLIB327417Plf07bl 

BLASTN 

g2582640 

37 

2.0e-ll 

45 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173661 

jC-atXLIB327417Plg09al 

BLASTN 

g2290120 

44 

3.0e-15 

66 

94 

HIV-1 strain M02 from USA, 
gene, partial cds 



envelope glycoprotein (env) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



173662 

jC-atXLIB327417Plh03al 

BLASTN 

g2462264 

37 

4.0e-ll 

45 

96 

Cucumis sativus mRNA for patatin-like protein, 
173663 

jC-atXLIB327417Plh05al 

BLASTN 

g2462264 

37 

2.0e-ll 



partial 



23839 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method * 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173664 

jC-atXLIB327417Plhl2al 

BLASTX 

gl418335 

337 

3.0e-31 

86 

78 

(X98672) zinc finger protein [Arabidopsis thaliana] 



173665 

jC-atXLIB327417P2a05bl 

BLASTN 

g4589451 

90 

8.0e-43 

197 

93 

Arabidopsis thaliana genomic 
T32G24, complete sequence 



DNA, chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173666 

jC-atXLIB327417P2a06al 

BLASTN 

g2290120 

56 

2.0e-22 

60 
98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173667 

jC-atXLIB327417P2a06bl 
BLASTN 
"g4589412 
62 

5.0e-26 

178 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F6N7, complete sequence 

173668 

jC-atXLIB327417P2b06al 

BLASTN 

g540252 

33 

8.0e»09 

33 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



23840 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173669 

jC-atXLIB327417P2c01al 

BLASTN 

g4220640 

53 

9.0e-21 

187 
86 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MPE11, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173670 

jC-atXLIB327417P2c02bl 

BLASTN 

g2582640 

66 

2.0e-28 

77 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173671 

jC-atXLIB327417P2d05al 

BLASTN 

g2462264 

36 

7.0e-ll 

40 

97 

Cucumis sativus mRNA for patatin-like protein, partial 



173672 

jC-atXLIB327417P2d06bl 

BLASTN 

g3108025 

79 

2.0e-36 

119 

92 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 BAC T13D8, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



173673 

jC-atXLIB32 7417P2el2al 

BLASTX 

g4678368 

275 

3.0e-24 

50 

100 

(AJ132436) GA 2-oxidase [Arabidopsis thaliana] 
173674 

jC-atXLIB327417P2f07al 

BLASTN 

g3449332 



23841 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



384 

0.0e+00 

417 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSF19, complete sequence [Arabidopsis thaliana] 

173675 

jC-atXLIB327417P2f07bl 

BLASTN 

g3449332 

118 

2.0e-59 

437 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSF19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173676 

jC-atXLIB327417P2g01al 

BLASTN 

g!66899 

59 

2.0e-24 

107 

93 

Arabidopsis thaliana bete-3 tubulin 
cds 



[TUB3) gene, complete 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



173677 

jC-atXLIB327417P2g01bl 

BLASTX 

g4165490 

219 

9.0e-18 

93 
54 

(AJ132400) beta-tubulin 



2 [Hordeum vulgare] 



173678 

jC-atXLIB327 417P2g05al 

BLASTN 

g4309683 

128 

2.0e-65 

230 
93 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 

173679 

jC-atXLIB327417P2g08bl 

BLASTN 

g2264305 

326 

0.0e+00 
467 



23842 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 

173680 

jC-atXLIB327417P2h01al 

BLASTN 

g2462264 

36 

1.0e-10 

40 
97 

Cucumis sativus mRNA for pat at in- like protein, partial 
173681 

jC-atXLIB327417P2h05bl 

BLASTN 

g2582640 

47 

3.0e-17 

73 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173682 

jC-atXLIB327417P2h06al 

BLASTN 

g2462264 

51 

1.0e-19 

51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173683 

jC-atXLIB327417P2h09al 

BLASTN 

g2462264 

34 

2.0e-09 

34 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
173684 

jC-atXLIB327417P2h09bl 

BLASTN 

g2582640 

42 

6.0e-14 

78 
88 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 



173685 



23843 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



jC-atXLIB327 417P2hl0al 

BLASTN 

g2462264 

51 

1.0e-19 

51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173686 

jC-atXLIB327417P2hl2al 

BLASTN 

g2462264 

50 

6.0e-19 

50 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173687 

jC-atXLIB327417P3a02al 

BLASTN 

g531828 

43 

6.0e-15 

51 
96 

Cloning vector pSportl, complete cds 
173688 

jC-atXLIB327417P3a03bl 

BLASTN 

g2582640 

63 

9.0e-27 

74 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173689 

jC-atXLIB327417P3a05al 

BLASTN 

g2462264 

44 

1.0e-15 

60 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
173690 

jC-atXLIB327417P3a08al 

BLASTN 

g2462264 

54 

2.0e-21 

54 



23844 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Cucumis sativus mRNA for patatin-like protein, partial 
173691 

jC-atXLIB327417P3a!0al 

BLASTN 

g2749918 

36 

9.0e-ll 

60 
90 

Arabidopsis thaliana chromosome I BAC F3I6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173692 

jC-atXLIB327417P3allal 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
173693 

jC-atXLIB327 417P3b03al 

BLASTN 

g2290120 

52 

1.0e-20 

64 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173694 

jC-atXLIB327417P3b04al 

BLASTN 

g3241916 

290 

1.0e-162 

294 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15N18, complete sequence [Arabidopsis thaliana] 

173695 

jC-atXLIB327417P3b07al 
BLASTN 
g499163 
93 

8.0e-45 

181 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 88 

NCBI Description A. thaliana mRNA Athb-7 



Seq. No. 



173696 



23845 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jOatXLIB327417P3c02al 

BLASTX 

g2935342 

365 

5.0e-35 

84 

81 

(AF044216) steroid 22-alpha-hydroxylase; 
[Arabidopsis thaliana] 



DWF4; CYP90B1 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173697 

jC-atXLIB327417P3c04al 

BLASTN 

g4589435 

103 

9.0e-51 

211 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOE17, complete sequence 

173698 

jC-atXLIB327417P3c06bl 

BLASTX 

g4584546 

481 

3.0e-48 

202 

51 

(AL04 9608) putative protein [Arabidopsis thaliana] 
173699 

jC-atXLIB327417P3c08bl 

BLASTN 

g4159704 

324 

0.0e+00 

407 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17 , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173700 

jC-atXLIB327417P3d02al 

BLASTN 

gl66633 

120 

7.0e-61 

251 
98 

Arabidopsis thaliana vacuolar H+ 
mRNA, complete cds 



pyrophosphatase (AVP-3) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



173701 

jC-atXLIB327417P3d04al 

BLASTX 

g2146741 



23846 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

4.0e-15 

45 
98 

isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) - 
Arabidopsis thaliana >gi_1293565 (U49259) isopentenyl 
diphosphate : dimethylallyl diphosphate isomerase 
[Arabidopsis thaliana] 

173702 

jC-atXLIB327417P3d07al 

BLASTN 

g2275194 

60 

4.0e-25 

242 

82 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173703 

jC-atXLIB327 417P3dl0al 

BLASTN 

g3046851 

219 

1.0e-120 

261 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MIJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



173704 

jC-atXLIB327417P3dllal 

BLASTN 

g3687221 

117 

4.0e-59 

231 
99 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173705 

jC-atXLIB327417P3f01al 

BLASTN 

g531828 

39 

1.0e-12 

51 

94 

Cloning vector pSportl, complete cds 
173706 

jC-atXLIB327417P3f02al 

BLASTN 

gl66899 

59 



23847 



E value 
Match length 
% identity 
NCBI Description 



2.0e-24 

95 
91 

Arabidopsis thaliana bete-3 tubulin 
cds 



(TUB3) gene, complete 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



173707 

jC-atXLIB327417P3f06bl 

BLASTN 

g2582640 

37 

4.0e-ll 

45 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173708 

jC-atXLIB327417P3h03al 

BLASTX 

g543751 

206 

3.0e-16 

42 
98 

1 - AMI NOCYCLO PRO PANE -1-CARBOXYLATE OXIDASE (ACC OXIDASE) 

(ETHYLENE- FORMING ENZYME) (EFE) >gi_54 1861_pir JT0755 

ethylene- forming enzyme - Arabidopsis thaliana 
>gi_16254_emb_CAA4 7251_ (X66719) ethylene- forming enzyme 
[Arabidopsis thaliana] 

173709 

jC-atXLIB327417P3h05al 

BLASTN 

g531828 

45 

4.0e-16 

49 
98 

Cloning vector pSportl, 



complete cds 



173710 

jC-atXLIB327417P3h07al 

BLASTN 

g2462264 

46 

7.0e-17 

54 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
173711 

jC-atXLIB327417P3h09bl 

BLASTN 

g2582640 

38 

5.0e-12 



23848 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



54 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173712 

jC-atXLIB327417P4a01al 

BLASTN 

g4757662 

258 

1.0e-143 

437 

90 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

173713 

jC-atXLIB327417P4a06al 

BLASTX 

g544018 

244 

1.0e-20 

84 
67 

NITRATE/CHLORATE TRANSPORTER >giJL076359_pir A45772 

nitrate-inducible nitrate transporter - Arabidopsis 
thaliana >gi_166668 (L10357) CHL1 [Arabidopsis thaliana] 
>gi_3157921 (AC002131) Identical to nitrate/chlorate 
transporter cDNA gb_L10357 from A. thaliana. ESTs 
gb_H37533 and gb_R29790, gb_T46117, gb_T46068, gb_T75688, 
gb_R29817, gb_R298 62, gb_Z34634 and gb_Z34258 come from 
this gene. [Arabidopsis thaliana] 

173714 

jC-atXLIB327417P4a0 9al 

BLASTN 

g2462264 

45 

5.0e-16 

49 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173715 

jC-atXLIB327417P4al2al 

BLASTX 

g2829910 

205 

6.0e-16 

61 

56 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 

173716 

jC-atXLIB327417P4b01al 
BLASTN 



23849 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2894557 
98 

1.0e-47 

331 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone T805 
(ESSAII project) 

173717 

jC-atXLIB327417P4b07al 

BLASTX 

g3169569 

209 

1.0e-16 

56 
77 

(AF062589) 3-keto-acyl-CoA thiolase 2 [Arabidopsis 
thaliana] >gi_3220237 (AF062591) peroxisomal 
3-keto-acyl-CoA thiolase 2 precursor [Arabidopsis thaliana] 

173718 

jC-atXLIB327417P4b07bl 

BLASTX 

g3169569 

214 

2.0e-17 

74 
66 

(AF062589) 3-keto-acyl-CoA thiolase 2 [Arabidopsis 
thaliana] >gi_3220237 (AF062591) peroxisomal 
3-keto-acyl-CoA thiolase 2 precursor [Arabidopsis thaliana] 

173719 

jC-atXLIB327417P4c01al 

BLAST N 

g2462264 

47 

3.0e-17 

55 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
173720 

jC-atXLIB327417P4c01bl 

BLASTN 

g2582640 

58 

8.0e-24 

69 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



173721 

jC-atXLIB327 417P4c0 6al 

BLASTN 

g4757678 



23850 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 

2.0e-19 
171 

87 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 

173722 

jC-atXLIB327417P4c06bl 

BLAST X 

gl806146 

128 

2.0e-19 

112 

56 

(X97317) cdc2MsF [Medicago sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173723 

jC-atXLIB327417P4cllal 

BLASTN 

g2462264 

51 

1.0e-19 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
173724 

jC-atXLIB327417P4d01al 

BLASTN 

g531828 

43 

8.0e-15 

47 

98 

Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173725 

jC-atXLIB327417P4d01bl 

BLASTN 

g2582640 

59 

9.0e-25 

71 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173726 

jC-atXLIB327417P4d05al 

BLASTN 

g2462264 

52 

4.0e-20 

52 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



23851 



Seq. No. 

'Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173727 

jC-atXLIB327417P4d07bl 

BLASTN 

g2288979 

29 

2.0e-06 

306 
66 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173728 

jC-atXLIB327417P4dl0bl 

BLASTX 

g2970034 

394 

1.0e-49 

113 

84 

(D88536) delta 9 desaturase [Arabidopsis thaliana] 
173729 

jC-atXLIB327417P4dl2al 

BLASTN 

g2462264 

51 

1.0e-19 

51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173730 

jC-atXLIB327417P4e03al 

BLASTN 

g2529657 

83 

8.0e-39 

271 

83 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173731 

jC-atXLIB327417P4e03bl 

BLASTX 

g2529680 

226 

2.0e-18 

135 

22 

(AC002535) putative protein disulf ide-isomerase precursor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



173732 

jC-atXLIB327417P4f03al 
BLASTN 



23852 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2290120 
55 

5.0e-22 

62 

97 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



173733 

jC-atXLIB327417P4f09al 

BLASTN 

g2462264 

47 

3.0e-17 

47 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173734 

jC-atXLIB327 417P4fl2al 

BLASTN 

g2462264 

51 

1.0e-19 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
173735 

jC-atXLIB327417P4g03bl 

BLASTN 

g2582640 

59 

2.0e-24 

71 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173736 

jC-atXLIB327417P4g06bl 

BLASTN 

g2582640 

64 

2.0e-27 

71 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173737 

jC-atXLIB327417P4g09bl 

BLASTN 

g2582640 

58 

9.0e-24 

70 



23853 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173738 

jC-atXLIB327 417P4h03al 

BLASTN 

g2462264 

50 

6.0e-19 

50 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
173739 

jC-atXLIB327417P4h05al 

BLASTN 

g2462264 

43 

9.0e-15 

51 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173740 

jC-atXLIB327417P4h07bl 

BLASTN 

g2582640 

62 

3.0e-26 

70 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173741 

jC-atXLIB327417P4h08al 

BLASTN 

g2462264 

51 

1.0e-19 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
173742 

jC-atXLIB327 417P4h08bl 

BLASTN 

g2582640 

59 

2.0e-24 

70 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 



173743 



23854 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327417P4h09al 

BLASTN 

g2290120 

42 

3.0e-14 

64 
94 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



173744 

jC-atXLIB327417P4hllal 

BLASTN 

g3108024 

53 

9.0e-21 

77 

92 

Arabidopsis thaliana chromosome 1 BAC T1F15 
complete sequence [Arabidopsis thaliana] 



(env) 



sequence, 



173745 

jC-atXLIB327417P4hllbl 

BLASTN 

g4678371 

150 

1.0e-78 

459 

42 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T6G15 



173746 

jC-atXLIB327418Pla01bl 

BLASTN 

g2582640 

62 

3.0e-26 

66 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173747 

jC-atXLIB327418Pla04bl 

BLASTN 

g2582640 

55 

2.0e-22 

63 

97 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 
Seq. ID 
Method 



173748 

jC-atXLIB327418Plb02bl 
BLASTX 



23855 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g3158469 
98 

3.0e-03 

215 

9 

(AF067216) 
elegans] 



No definition line found [Caenorhabditis 



173749 

jC-atXLIB327418Plb07al 

BLASTN 

g3985949 

79 

3.0e-36 

111 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOB24, complete sequence [Arabidopsis thaliana] 

173750 

jC-atXLIB327418Plb08al 

BLASTN 

g4455321 

53 

9.0e-21 

113 



Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F4I10 



173751 

jC-atXLIB327418Plbllal 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
173752 

jC-atXLIB327418Pld03bl 

BLASTN 

g4220633 

127 

5.0e-65 

311 



Arabidopsis thaliana genomic DNA, chromosome 5, 
K7J8, complete sequence [Arabidopsis thaliana] 

173753 

jC-atXLIB327418Pldllal 

BLASTN 

g2462264 

33 

8.0e-09 



TAC clone 



23856 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
173754 

jC-atXLIB327418Pldllbl 

BLASTN 

g2582640 

63 

1.0e-26 

74 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173755 

jC-atXLIB327418Pldl2bl 

BLASTN 

g3426033 

65 

1.0e-27 

85 

94 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 

173756 

jC-atXLIB327418Ple05bl 

BLASTX 

g3941412 

124 

2.0e-06 

117 

20 

(AF062860) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



173757 

jC-atXLIB327418Ple06bl 

BLASTN 

gl532162 

82 

8.0e-38 

156 

93 

Arabidopsis thaliana AT. 1.24-1, AT. 1.24-2, AT. 1.24-3, 
AT. I. 24-4, AT. 1.24-5, AT. I. 24-6, AT. I. 24-9 and AT. I. 24-14 
genes, partial cds, AT. I. 24-7, ascorbate peroxidase 
(ATHAPX1), EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT . I 

173758 

jC-atXLIB327418Plf02al 

BLASTN 

g2462264 

38 

7.0e-12 
42 



23857 



% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 173759 

Seq. ID jC-atXLIB327418Plf02bl 

Method BLASTX 

NCBI GI g2244807 

BLAST score 267 

E value 4.0e-23 

Match length 176 

% identity 40 

NCBI Description (Z97336) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 173760 

Seq. ID jC-atXLIB327418Plfl0bl 

Method BLASTN 

NCBI GI g2582640 

BLAST score 63 

E value 1.0e-26 

Match length 74 

% identity 97 

NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

Seq. No. 173761 

Seq. ID jC-atXLIB327418Plg03bl 

Method BLASTN 

NCBI GI g2582640 

BLAST score 66 

E value 6.0e-29 

Match length 70 

% identity 99 

NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

Seq. No. 173762 

Seq. ID jC-atXLIB327418Plg07bl 

Method BLASTN 

NCBI GI g2582640 

BLAST score 54 

E value 4.0e-21 

Match length 62 

% identity 97 

NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

Seq. No. 173763 

Seq. ID jC-atXLIB327418Plh08bl 

Method BLASTN 

NCBI GI g3702734 

BLAST score 50 

E value 1.0e-18 

Match length 94 

% identity 93 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNB8 , complete sequence [Arabidopsis thaliana] 



23858 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



173764 

jC-atXLIB327418P2a04b2 

BLASTN 

g3150006 

39 

2.0e-12 

82 
88 

CIC5B11.1 check: 4870 from: 1 
sequence [Arabidopsis thaliana] 



to: 167234, complete 



173765 

jC-atXLIB327418P2a06al 

BLASTN 

g4490717 

59 

2.0e-24 

115 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



173766 

jC-atXLIB327418P2a08al 

BLASTN 

g3785968 

86 

2.0e-40 

126 
94 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence , complete sequence [Arabidopsis thaliana] 

173767 

jC-atXLIB327418P2a09al 

BLASTN 

g3335356 

82 

4.0e-38 

102 
95 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173768 

jC-atXLIB327418P2allal 

BLASTN 

g2462264 

46 

1.0e-16 

54 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
173769 

jC-atXLIB327418P2al2b2 
BLASTN 



23859 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl049306 
36 

9.0e-ll 

110 
88 

Arabidopsis thaliana actin-2 mRNA, complete cds 
173770 

jC-atXLIB327418P2b06al 

BLASTN 

g2290120 

53 

9.0e-21 

65 
95 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



173771 

jC-atXLIB327418P2b07al 

BLASTN 

g4038029 

99 

3.0e-48 

182 
94 

Arabidopsis thaliana chromosome II BAC F504 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173772 

jC-atXLIB327 418P2b08al 

BLASTN 

g2264310 

77 

4.0e-35 

170 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MKP11, complete sequence [Arabidopsis thaliana] 

173773 

jC-atXLIB327418P2bl2al 

BLASTN 

g2477521 

53 

9.0e-21 

81 

91 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173774 

jC-atXLIB327 418P2c02al 

BLASTN 

g531828 

53 

9.0e-21 



23860 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
95 

Cloning vector pSportl, complete cds 
173775 

jC-atXLIB327418P2c04al 

BLASTN 

g2980757 

281 

1.0e-157 

351 
95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F6I18 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173776 

jC-atXLIB327418P2c08al 

BLASTN 

g2462264 

45 

5.0e-16 

53 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173777 

jC-atXLIB327 418P2c!0al 

BLASTX 

g4835233 

182 

2.0e-13 

109 

44 

(AL049862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 

173778 

jC-atXLIB327418P2d02al 

BLASTN 

g2462264 

47 

3.0e-17 

55 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
173779 

jC-atXLIB327 418P2d04al 

BLASTX 

g2190187 

253 

1.0e-33 

132 

61 

(D64087) nuclear matrix constituent protein 1 (NMCP1) 
[Daucus car ota] 



23861 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173780 

jC-atXLIB327418P2dl2b2 

BLASTX 

g3426048 

406 

1.0e-39 

129 
64 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173781 

jC-atXLIB327418P2e02al 

BLASTN 

g2290120 

54 

2.0e-21 

66 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173782 

jC-atXLIB327418P2e02b2 

BLASTN 

g2582640 

63 

9.0e-27 

75 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173783 

jC-atXLIB327 418P2e03al 

BLASTN 

g2462264 

38 

7.0e-12 

50 

94 

Cucumis sativus mRNA for patatin-like protein, 



partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173784 

jC-atXLIB327418P2e04al 

BLASTN 

g2462264 

44 

2.0e-15 

56 
95 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



173785 

jC-atXLIB327418P2e04b2 

BLASTX 

g294845 



23862 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



162 

6.0e-ll 

54 
59 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173786 

jC-atXLIB327418P2e07al 

BLASTN 

g2618600 

97 

3.0e-47 

183 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDC12, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



173787 

jC-atXLIB327418P2e08al 

BLASTN 

g2462264 

49 

2.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173788 

jC-atXLIB327418P2el2al 

BLASTX 

g3342904 

720 

2.0e-76 
141 

99 

(AF077855) flower-specific pectin methylesterase precursor 
[Arabidopsis thaliana] 

173789 

jC-atXLIB327418P2f01b2 

BLASTX 

g2288887 

418 

5.0e-41 

110 

74 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA76803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thali - - 
>gi_3786002 (AC0054 99) mevalonate diphosphate decarboxylase 

[Arabidopsis thaliana] 

173790 

jC-atXLIB327 418P2f04al 

BLASTN 

g3510343 



23863 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



166 

3.0e-88 

349 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 



173791 

jC-atXLIB327418P2f07al 

BLASTN 

g2264304 

211 

1.0e-115 

373 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBG8 , complete sequence [Arabidopsis thaliana] 



PI clone: 



173792 

jC-atXLIB327418P2f09b2 

BLASTX 

g2501011 

178 

7.0e-13 

79 
49 

ISOLEUCYL-TRNA SYNTHETASE 
>gi_1652625_dbj_BAA17545_ 
synthetase [Synechocystis 



( ISOLEUCINE — TRNA LIGASE) 
(D90907) isoleucyl-tRNA 
sp. ] 



(ILERS) 



173793 

jC-atXLIB327418P2fllb2 

BLASTX 

gll68750 

217 

2.0e-17 

121 
39 

CALCINEURIN B SUBUNIT (PROTEIN PHOSPHATASE 2B REGULATORY 
SUBUNIT) >gi_458230 (U04380) calcineurin B [Naegleria 
gruberi] 

173794 

jC-atXLIB327418P2g02b2 

BLASTN 

g2944179 

48 " 

6.0e-18 

163 

83 

Arabidopsis thaliana trehalose- 
(AtTPPB) mRNA, complete cds 

173795 

jC-atXLIB327418P2g04al 
BLASTN 
g3985954 



6-phosphate phosphatase 



23864 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



197 

1.0e-106 

330 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG21, complete sequence [Arabidopsis thaliana] 

173796 

jC-atXLIB327418P2g07al 

BLASTN 

g2462264 

43 

8.0e-15 

51 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



173797 

jC-atXLIB327418P2g07b2 

BLASTX 

g2146740 

279 

1.0e-24 

128 

48 

inner mitochondrial membrane protein - Arabidopsis thaliana 
>gi_603056 (U18126) inner mitochondrial membrane protein 
[Arabidopsis thaliana] 

173798 

jC-atXLIB327418P2g08al 

BLASTN 

g4519191 

122 

6.0e-62 

248 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9P8, complete sequence 

173799 

jC-atXLIB327 418P2gl0al 

BLASTN 

g2462264 

45 

5.0e-16 

53 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
173800 

jC-atXLIB327418P2h02b2 

BLASTN 

g2582640 

60 

4.0e-25 

71 



23865 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173801 

jC-atXLIB327 418P2h07b2 

BLASTX 

gl6225 

362 

2.0e-34 

93 

47 

(Z12023) calmodulin [Arabidopsis thaliana] 
173802 

jC-atXLIB327418P2h08al 

BLASTN 

g2462264 

48 

9.0e-18 

56 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173803 

jC-atXLIB327 418P2hllb2 

BLASTN 

g3510347 

74 

1.0e-33 

98 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJ11, complete sequence [Arabidopsis thaliana] 

173804 

jC-atXLIB327418P3a06bl 

BLASTN 

g4220641 

35 

9.0e-10 

95 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL3, complete sequence [Arabidopsis thaliana] 

173805 

jC-atXLIB327418P3a07a2 

BLASTN 

g3059018 

98 

1.0e-47 

274 
83 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 
(ESSAII project) 



23866 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173806 

jC-atXLIB327418P3a08bl 

BLASTN , . 

g3643588 

152 

1.0e-79 

217 
92 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173807 

jC-atXLIB327 418P3b07a2 

BLASTN 

g2462264 

36 

1.0e-10 

51 
96 

Cucumis sativus iriRNA for patatin-like protein, partial 
173808 

jC-atXLIB327418P3b08a2 

BLASTN 

g2760167 

63 

9.0e-27 

212 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MC015, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173809 

jC-atXLIB327418P3b09a2 

BLASTN 

g2351061 

146 

3.0e-76 

266 
73 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAF19, complete sequence [Arabidopsis thaliana] 

173810 

jC-atXLIB327418P3bl0bl 

BLASTN 

g2244991 

360 

0.0e+00 

414 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 

Method 



173811 

jC-atXLIB327 418P3bl2bl 
BLASTX 



23867 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4263525 
243 

3.0e-20 

164 

26 

(AC004044) putative photosystem I reaction center subunit 
II precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173812 

jC-atXLIB327418P3c01a2 

BLASTN 

g2924733 

114 

3.0e-57 

271 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173813 

jC-atXLIB327418P3c03bl 

BLASTX 

gl237102 

217 

3.0e-31 

133 
69 

(L40358) calmodulin-binding protein [Arabidopsis thaliana] 

>gi_1589171_prf 2210340A calmodulin-binding protein 

[Arabidopsis thaliana] 



Seq. No. 


173814 


Seq. ID 


jC-atXLIB327418P3c05bl 


Method 


BLASTN 


NCBI GI 


gl7674 


BLAST score 


64 


E value 


5.0e-27 


Match length 


90 


% identity 


93 


NCBI Description 


A. thaliana U4 . 2 snRNA gene 


Seq. No. 


173815 


Seq. ID 


jC-atXLIB327418P3c06a2 


Method 


BLASTX 


NCBI GI 


g4210451 


BLAST score 


156 


E value 


3.0e-10 


Match length 


52 


% identity 


65 


NCBI Description 


(AB016472) ARR2 protein [A 


Seq. No. 


173816 


Seq. ID 


jC-atXLIB327418P3c06bl 


Method 


BLASTN 


NCBI GI 


g4210448 


BLAST score 


194 


E value 


1.0e-105 



23868 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

392 
91 

Arabidopsis thaliana gene for ARR1 protein, complete cds 
173817 

jC-atXLIB327418P3cl0a2 

BLASTN 

g2351073 

144 

4.0e-75 

345 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYJ24, complete sequence [Arabidopsis thaliana] 

173818 

jC-atXLIB327418P3clla2 

BLASTN 

g3776004 

186 

1.0e-100 

246 

94 

Arabidopsis thaliana mRNA for DEAD box RNA helicase, RH15 
173819 

jC-atXLIB327418P3cllbl 

BLASTN 

g3776004 

254 

1.0e-140 

305 
95 

Arabidopsis thaliana mRNA for DEAD box RNA helicase f RH15 
173820 

jC-atXLIB327418P3cl2a2 

BLASTN 

g531832 

41 

1.0e-13 

57 
93 

Cloning vector pSport2, complete sequence 
173821 

jC-atXLIB327418P3d01bl 

BLASTX 

gll45699 

66 

5.0e-16 

138 

53 

(U39486) delta tonoplast integral protein [Arabidopsis 
thaliana] 



Seq. No. 



173822 



23869 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



jC-atXLIB327418P3d02a2 

BLASTN 

g531828 

53 

9.0e-21 

68 
96 

Cloning vector pSportl, complete cds 
173823 

jC-atXLIB327418P3d02bl 

BLASTN 

g2582640 

61 

7.0e-26 

73 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173824 

jC-atXLIB327418P3d08bl 

BLASTX 

g2190968 

194 - 

1.0e-14 

132 

36 

(AF002677) DEAD-box RNA helicase [Dictyostelium discoideum] 
173825 

jC-atXLIB327418P3dl0a2 

BLASTX 

g2440035 

412 

3.0e-40 



(X98544) endo-1, 4-beta-glucanase [Arabidopsis thaliana] 
173826 

jC-atXLIB327418P3dl0bl 

BLASTX 

g2440035 

593 

3.0e-61 

183 
70 

(X98544) endo-1, 4-beta-glucanase [Arabidopsis thaliana] 
173827 

jC-atXLIB327418P3dllbl 

BLASTX 

g729880 

739 

2.0e-78 

175 



23870 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CASEIN KINASE II BETA CHAIN (CK II) >gi_1076299__pir S47967 

casein kinase II (EC 2.7.1.-) beta chain CKB1 - Arabidopsis 
thaliana >gi_468264 (L22563) casein kinase II beta subunit 
CKB1 [Arabidopsis thaliana] 

173828 

jC-atXLIB327418P3e05bl 

BLASTN 

g2582640 

44 

4.0e-15 

60 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173829 

jC-atXLIB327418P3e07a2 

BLASTN 

g531828 

42 

3.0e-14 

68 
93 

Cloning vector pSportl, complete cds 
173830 

jC-atXLIB327 418P3e08bl 

BLASTN 

g2062705 

42 

4.0e-14 

54 

59 

Human butyrophilin (BTF5) mRNA, complete cds 
173831 

jC-atXLIB327418P3el2bl 

BLASTX 

g3892712 

243 

4.0e-20 

95 
59 

(AL033545) adenine phosphoribosyltransf erase (EC 
2. 4. 2. 7) -like protein [Arabidopsis thaliana] 

173832 

jC-atXLIB327418P3f02bl 

BLASTX 

g3776029 

206 

3.0e-16 

97 
44 

(AJ010476) RNA helicase [Arabidopsis thaliana] 



23871 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173833 

jC-atXLIB327418P3f04a2 

BLASTN 

g4455321 

81 

2.0e-37 

188 

85 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F4I10 



173834 

jC-atXLIB327418P3f05bl 

BLASTX 

gl703108 

184 

3.0e-13 

148 
37 

ACT IN 2/7 >gi__2129525_pir S71210 actin 2 - Arabidopsis 

thaliana >gi_2129528j?ir S68107 actin 7 - Arabidopsis 

thaliana >gi_1049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi_1943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173835 

jC-atXLIB327418P3f06a2 

BLASTN 

g2290120 

46 

1.0e-16 

69 
93 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173836 

jC-atXLIB327418P3f06bl 

BLASTN 

g2582640 

41 

2.0e-13 

57 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173837 

jC-atXLIB327418P3f07bl 

BLASTN 

gll43391 

62 

7.0e-26 

62 

100 

A. thaliana mRNA for uridine diphosphate glucose epimerase 



23872 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173838 

jC-atXLIB327418P3f08a2 

BLASTX 

g2119846 

264 

7.0e-23 

72 
71 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA457 90__ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173839 

jC-atXLIB327 418P3f08bl 

BLASTX 

gll5767 

315 

1.0e-28 

228 
39 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi_81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_embJ3AA2754 0_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_errtb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173840 

jC-atXLIB327418P3fl0a2 

BLASTN 

g3869069 

164 

5.0e-87 

288 
92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

-Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173841 

jC-atXLIB327418P3g01a2 

BLASTN 

g2462264 

46 

1.0e-16 

54 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 



173842 

jC-atXLIB327418P3g02a2 
BLASTN 



23873 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g531828 
47 

3.0e-17 

69 

94 

Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173843 

jC-atXLIB327418P3g05a2 

BLASTN 

g4757404 

55 

5.0e-22 

189 

80 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLJ15, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173844 

jC-atXLIB327418P3g07bl 

BLASTN 

g2582640 

33 

1.0e-08 

37 
97 

Arabidopsis thaliana mRNA 
factor, RSp4 0 



for arginine/serine-rich splicing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173845 

jC-atXLIB327418P3g08bl 

BLASTN 

g2582640 

53 

2.0e-20 

64 

95 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173846 

jC-atXLIB327418P3gl2a2 

BLASTN 

g531828 

41 

1.0e-13 

68 

93 

Cloning vector pSportl, 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



173847 

jC-atXLIB327418P3h08a2 

BLASTN 

g2980757 

285 

1.0e-159 
394 



23874 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 

173848 

jC-atXLIB327418P4a04al 

BLASTN 

g4220510 

133 

9.0e-69 

185 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
(ESSAII project) 

173849 

jC-atXLIB327 418P4a08al 

BLASTN 

g2462264 

51 

3.0e-19 

55 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173850 

jC-atXLIB327418P4b01al 

BLASTN 

g2924651 

87 

3.0e-41 

150 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173851 

jC-atXLIB327418P4b05al 

BLASTX 

g4650842 

80 

2.0e-12 

59 
73 

(AB026185) elongation factor 2 



173852 

jC-atXLIB327418P4b05bl 

BLASTX 

g2369714 

590 

5.0e-61 

178 
71 

(Z97178) elongation factor 2 



[Lithospermum erythrorhizon] 



[Beta vulgaris] 



Seq. No. 



173853 



23875 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



jC-atXLIB327418P4b06al 

BLASTN 

g2264303 

399 

0. 0e+00 

423 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBB18, complete sequence [Arabidopsis thaliana] 



PI clone: 



173854 

jC-atXLIB327418P4b06bl 

BLASTN 

g2582640 

38 

5.0e-12 

53 

94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

173855 

jC-atXLIB327418P4b08al 

BLASTN 

g540252 

38 

1.0e-ll 

38 
100 

Cloning vector pSVSportl beta-lactamase gene, 



complete cds 



173856 

jC-atXLIB327 418P4b09al 

BLASTN 

gl495250 

243 

1.0e-134 

338 

93 

A. thaliana mRNA for heat-shock protein 
173857 

jC-atXLIB327418P4bl2al 

BLASTN 

g4510323 

241 

1.0e-133 

383 
92 

Arabidopsis thaliana BAC T7B11 from chromosome IV near 10 
cM, complete sequence 

173858 

jC-atXLIB327418P4c01bl 

BLASTN 

g2582640 

52 



23876 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-20 

56 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173859 

jC-atXLIB327418P4c03al 

BLASTN 

g2462264 

45 

4.0e-16 

53 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
173860 

jC-atXLIB327418P4c06al 

BLASTN 

g540252 

34 

2.0e-09 

38 
97 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
173861 

jC-atXLIB327418P4c07al 

BLASTN 

g2914688 

111 

4.0e-55 

279 

85 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173862 

jC-atXLIB327418P4c08al 

BLASTN 

g540252 

50 

6.0e-19 

54 

98 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
173863 

jC-atXLIB327 418P4cllal 

BLASTN 

g4753195 

227 

1.0e-124 

383 
91 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68.5 
cM, complete sequence 



23877 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173864 

jC-atXLIB327418P4d01al 

BLASTN 

g2462264 

49 

2.0e-18 

57 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



173865 

jC-atXLIB327418P4d02al 

BLASTN 

g3128134 

72 

6.0e-32 

120 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone 
K18G13, complete sequence [Arabidopsis thaliana] 

173866 

jC-atXLIB327418P4d06al 

BLASTN 

g2058281 

191 

1.0e-103 

256 

95 

A. thaliana mRNA for AtRanBPla protein 
173867 

jC-atXLIB327418P4d06bl 

BLASTX 

g2058282 

254 

2.0e-21 

222 

30 

(X97377) atranbpla [Arabidopsis thaliana] 
173868 

jC-atXLIB327418P4e03bl 

BLASTX 

g4567286 

236 

9.0e-20 

118 
40 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 

173869 

jC-atXLIB327418P4e05al 

BLASTN 

g3869069 



23878 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191 

1.0e-103 

287 
93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

173870 

jC-atXLIB327418P4e09al 

BLASTN 

g2264304 

188 

1.0e-101 

415 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBG8 , complete sequence [Arabidopsis thaliana] 

173871 

jC-atXLIB327 418P4f01al 

BLASTN 

g3985954 

90 

4.0e-43 

121 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG21, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



173872 

jC-atXLIB327418P4f02al 

BLASTN 

g3212102 

97 

4.0e-47 

250 
91 

Arabidopsis Thaliana BAC F6A4, Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

173873 

jC-atXLIB327418P4f03al 

BLASTN 

g2462264 

44 

3.0e-15 

56 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
173874 

jC-atXLIB327418P4f04al 

BLASTN 

g4049332 

363 

0.0e+00 
478 



23879 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8B4 
(ESSAII project) 

173875 

jC-atXLIB327418P4f05al 

BLASTN 

g4220510 

66 

2.0e-28 

133 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
(ESSAII project) 

173876 

jC-atXLIB327418P4f06bl 

BLASTN 

g2582640 

58 

1.0e-23 

62 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173877 

jC-atXLIB327418P4f08al 

BLASTN 

g2642214 

198 

1.0e-107 

415 

88 

Arabidopsis thaliana NOI protein mRNA, complete cds 
173878 

jC-atXLIB327418P4f08bl 

BLASTX 

g2642215 

183 

3.0e-13 

74 

57 

(AF030386) NOI protein [Arabidopsis thaliana] 
173879 

jC-atXLIB327418P4fl2al 

BLASTN 

g2462264 

49 

4.0e-18 

57 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



173880 



23880 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 



# • 

jC-atXLIB327418P4g01al 

BLASTN 

g2290120 

53 

1.0e-20 

65 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173881 

jC-atXLIB327418P4g05al 

BLASTN 

g2462264 

49 

2.0e-18 

57 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



173882 

jC-atXLIB327418P4g06al 

BLASTN 

g4589412 

184 

1.0e-98 

336 
95 

Arabidopsis thaliana genomic 
F6N7, complete sequence 



DNA, chromosome 5, PI clone 



173883 

jC-atXLIB327 418P4g07al 

BLASTN 

g3738313 

210 

1.0e-114 

277 

95 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173884 

jC-atXLIB327418P4g07bl 

BLASTN 

g3738313 

112 

9.0e-56 

291 

92 

Arabidopsis thaliana chromosome II BAC T2 9E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173885 

jC-atXLIB327418P4g08al 

BLASTN 

g2894591 



23881 



# 



BLAST score 

E value 

Match length - 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

J£atch length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166 

4.0e-88 

334 

84 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K21 
(ESSAII project) 

173886 

jC-atXLIB327 418P4gl0al 

BLASTN 

g2226430 

43 

8.0e-15 

43 
100 

Mus saxicola haptoglobin mRNA, complete cds 
173887 

jC-atXLIB327418P4gllal 

BLASTN 

g2462264 

49 

4.0e-18 

57 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173888 

jC-atXLIB327 418P4h02al 

BLASTN 

g4567259 

132 

1.0e-67 

266 

91 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 

173889 

jC-atXLIB327418P4h08bl 

BLASTN 

g2980757 

100 

1.0e-48 

119 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



173890 

jC-atXLIB327418P4h09al 

BLASTN 

g2462264 

51 

2.0e-19 

55 
98 



23882 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173891 

jC-atXLIB327418P4hllal 

BLASTN 

g2462264 

46 

1.0e-16 

54 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173892 

jC-atXLIB327419Pla06a2 

BLASTN 

gl877523 

131 

2.0e-67 

417 
93 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 



173893 

jC-atXLIB327419Plb02a2 

BLASTN 

g3985931 

266 

1.0e-148 

338 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K21H1, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 
Seq. ID 



173894 

jC-atXLIB327419Plb09a2 

BLASTN 

g2290120 

54 

2.0e-21 

66 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

173895 

jC-atXLIB327419Plc07a2 

BLASTN 

g2462264 

53 

9.0e-21 

60 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173896 

jC-atXLIB327 419Plc!2a2 



23883 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length, 



BLASTN 

g2462264 

52 

3.0e-20 

52 
100 

Cucumis sativus 



mRNA for patatin-like protein, partial 



173897 

jC-atXLIB327419Pld07a2 

BLASTN 

g4757678 

139 

4.0e-72 

197 

96 

Arabidopsis thaliana chromosome I 
sequence , complete sequence 



BAC F9H16 genomic 



173898 

jC-atXLIB327 419Ple05a2 

BLASTN 

g3548797 

140 

1.0e-72 - 

361 

92 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173899 

jC-atXLIB327419Plel0a2 

BLASTX 

g4314378 

389 

5.0e-38 

116 
63 

(AC006232) putative lipase [Arabidopsis thaliana] 
173900 

jC-atXLIB327419Plella2 

BLASTN 

g531828 

46 

1.0e-16 

62 

97 

Cloning vector pSportl, complete cds 
173901 

jC-atXLIB327419Plel2a2 

BLASTN 

g2462264 

35 

3.0e-10 
50 



23884 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Cucumis sativus mRNA for patatin-like protein; partial 
173902 

jC-atXLIB327419Plg05a2 

BLASTX 

g3785986 

442 

9.0e-44 

82 
100 

(AC005560) RGA1 protein [Arabidopsis thaliana] 
173903 

jC-atXLIB327419Plh03a2 

BLASTX 

g3738327 

243 

2.0e-20 

83 
53 

(AC005170) 
thaliana] 



putative serine carboxypeptidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173904 

jC-atXLIB327419P2a01al 

BLASTN 

g4262221 

81 

7.0e-38 

149 

89 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173905 

jC-atXLIB327419P2a02al 

BLASTN 

g3228389 

188 

1.0e-101 

216 
97 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

173906 

jC-atXLIB327 419P2a03al 

BLASTN 

g2462264 

37 

2.0e-ll 

41 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



173907 



23885 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



jC-atXLIB327419P2a05al 

BLASTN 

g531828 

33 

7.0e-09 

33 
100 

Cloning vector pSportl, complete cds 
173908 

jC-atXLIB327 419P2a08al 

BLASTN 

g2564045 

91 

2.0e-43 

138 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K8K14, complete sequence [Arabidopsis thaliana] 

173909 

jC-atXLIB327 419P2a08b2 

BLASTN 

g2582640 

51 

1.0e-19 

67 

94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173910 

jC-atXLIB327 419P2a0 9b2 

BLASTX 

g3935157 

220 

5.0e-18 

64 

77 

(AC005106) T25N20.21 [Arabidopsis thaliana] 
173911 

jC-atXLIB327419P2allal 

BLASTN 

g2462264 

40 

5.0e-13 

52 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
173912 

jC-atXLIB327419P2al2al 

BLASTN 

g2462264 

41 

1.0e-13 



23886 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173913 

jC-atXLIB327419P2b03al 

BLASTN 

g549974 

62 

3.0e-26 

152 
89 

Arabidopsis thaliana Col-0 nucleosome assembly protein 
I-like protein mRNA, partial cds 

173914 

jC-atXLIB327 419P2b05al 

BLASTN 

g4704661 

159 

5.0e-84 

267 
79 

Arabidopsis thaliana uracil phosphoribosyltransf erase 1 
(UPT1) mRNA, partial cds 

173915 

jC-atXLIB327 419P2b07al 

BLASTN 

g2462264 

40 

5.0e-13 

44 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173916 

jC-atXLIB327419P2b08b2 

BLASTN 

g3366536 

56 

8.0e-23 

120 

87 

Genomic sequence for Arabidopsis thaliana BAC T25N20, 
complete sequence [Arabidopsis thaliana] 

173917 

jC-atXLIB327 419P2bl2b2 

BLASTN 

g 4580744 

130 

9.0e-67 

309 
91 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 



23887 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



173918 

jC-atXLIB327 419P2c02al 

BLASTN 

gl336083 

59 

2.0e-24 

204 
88 

Arabidopsis thaliana glutamate dehydrogenase 2 (GDH2) mRNA, 
complete cds 

173919 

jC-atXLIB327419P2c03al 

BLASTN 

g2342673 

151 

3.0e-79 

272 

90 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

173920 

jC-atXLIB327 419P2c04al 

BLASTN 

g2462264 

33 

8.0e-09 

37 

97 

Cucumis sativus mRNA for patatin-like protein, partial 
173921 

jC-atXLIB327 419P2c0 4b2 

BLASTN 

g2582640 

64 

2.0e-27 

64 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173922 

jC-atXLIB327419P2c06b2 

BLASTN 

g2582640 

53 

6.0e-21 

65 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

173923 

jC-atXLIB327419P2c08b2 



23888 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E ' value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3702724 

117 

5.0e-59 

198 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K17N15, complete sequence [Arabidopsis thaliana] 

173924 

jC-atXLIB327419P2c09al 

BLASTX 

g4006934 

278 

1.0e-24 

55 
98 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 
173925 

jC-atXLIB327419P2c09b2 

BLASTX 

g4006934 

242 

1.0e-20 

60 
82 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 
173926 

jC-atXLIB327 419P2cl0al 

BLASTX 

gl710851 

43 

2.0e-23 

68 
85 

GTP-BINDING PROTEIN SAR2 >gi_1084 4 03__pir S42528 

GTPase-like protein - Tomato >gi_473684 (L12051) GTPase 
[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173927 

jC-atXLIB327 419P2c!2al 

BLASTN 

g531828 

38 

5.0e-12 

50 
94 

Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



173928 

jC-atXLIB327419P2cl2b2 

BLASTN 

g2582640 

40 

5.0e-13 



23889 



Match length 68 

% identity 90 

NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

Seq. No. 173929 

Seq. ID jC-atXLIB327419P2d04al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 40 

E value 3.0e-13 

Match length 4 8 

% identity 96 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 173930 

Seq. ID jC-atXLIB327419P2d06al 

Method BLASTX 

NCBI GI g464707 

BLAST score 206 

E value 3.0e-16 

Match length 61 

% identity 72 



NCBI Description 40S RIBOSOMAL PROTEIN S18 >gi_4 80908_pir S37496 ribosomal 

protein S18.A - Arabidopsis thaliana 

>gi_405613_emb_CAA80684_ (Z23165) -ribosomal protein S18A 
[Arabidopsis thaliana] >gi_4 3434 3_emb_CAA82273_ (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_434345_emb_CAA8227 4_ (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi_434 906_emb_CAA82275_ (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi_2505871_emb_CAA72909_ (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi_3287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb_Z28701, DNA gb_Z23165 from A. 
thaliana. ESTs gb_T21121, gb_Z17755, gb_R64776 and 
gb_R30430 come from this gene. [Arabidopsis thaliana] 
>gi_4 538 910__emb_CAB3964 7 . 1_ (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173931 

jC-atXLIB327 419P2d07b2 

BLASTX 

gl710770 

258 

2.0e-22 

82 

67 

40S RIBOSOMAL PROTEIN S5 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



173932 

jC-atXLIB327 419P2d08al 

BLASTN 

g4159704 

113 

1.0e-56 

366 
95 



23890 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



173933 

jC-atXLIB327419P2dllb2 

BLASTN 

g2582640 

38 

6.0e-12 

54 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173934 

jC-atXLIB327419P2dl2al 

BLASTN 

g2462264 

46 

1.0e-16 

62 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
173935 

jC-atXLIB327 419P2e05al 

BLASTN 

g2462264 

35 

5.0e-10 

43 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
173936 

jC-atXLIB327419P2e07al 

BLASTN 

g4314374 

279 

1.0e-155 

351 

95 

Arabidopsis thaliana chromosome II BAC F10A12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173937 

jC-atXLIB327 419P2e08al 

BLASTN 

g2462264 

35 

5.0e-10 

39 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
173938 

jC-atXLIB327 419P2e08b2 



23891 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g4538906 

239 

3.0e-20 

85 
55 

(AL049482) 
thaliana] 



choline kinase GmCK2p-like protein [Arabidopsis 



173939 

jC-atXLIB327419P2el0b2 

BLASTN 

g2582640 

58 

7.0e-24 

73 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173940 

jC-atXLIB327419P2ellal 

BLASTN 

g2462264 

50 

5.0e-19 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
173941 

jC-atXLIB327 419P2ellb2 

BLASTN 

g2582640 

51 

1.0e-19 

55 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173942 

jC-atXLIB327419P2el2al 

BLASTN 

g3132469 

195 

1.0e-105 

318 

95 

Arabidopsis thaliana chromosome II BAC T29F13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173943 

jC-atXLIB327 419P2f04al 

BLASTN 

g4063730 

103 



23892 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



1.0e-50 

228 
92 

Arabidopsis thaliana BAC F21J6 from chromosome V, 
containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

173944 

jC-atXLIB327419P2f05al 

BLASTN 

g2462264 

40 

5.0e-13 

44 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
173945 

jC-atXLIB327419P2f05b2 

BLASTN 

g2582640 

56 

9.0e-23 

60 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173946 

jC-atXLIB327419P2f06al 

BLASTN 

g4415928 

83 

7.0e-39 

142 

90 

Arabidopsis thaliana chromosome II BAC Fl 3 Al 0 ^ genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173947 

jC-atXLIB327419P2f07b2 

BLASTN 

g3983259 

82 

3.0e-38 

186 

86 

Arabidopsis thaliana sigma-like factor (SIG4) mRNA, 
complete cds 

173948 

jC-atXLIB327419P2f08al 

BLASTN 

g3608126 

312 

1.0e-175 
401 



23893 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq/ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173949 

jC-atXLIB327419P2f09al 

BLASTN 

g4263694 

117 

5.0e-59 

334 

83 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173950 

jC-atXLIB327419P2f09b2 

BLASTN 

g3831448 

57 

4.0e-23 

292 
83 

Arabidopsis thaliana chromosome II BAC T32F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

173951 

jC-atXLIB327419P2fllb2 

BLASTN 

g2924732 

106 

2.0e-52 

231 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUA2, complete sequence [Arabidopsis thaliana]' 

173952 

jC-atXLIB327 419P2g03b2 

BLASTN 

g2582640 

33 

6.0e-09 

53 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173953 

jC-atXLIB327419P2g05b2 

BLASTN 

g2582640 

48 

6.0e-18 

66 

94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 



23894 



• 



factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173954 

jC-atXLIB327419P2g07al 

BLASTN 

g2358139 

78 

9.0e-36 

227 

89 

Arabidopsis thaliana chromosome 1 
sequence [Arabidopsis thaliana] 



YAC yUP8H12 complete 



Seq. No. 


173955 


Seq. ID 


jC-atXLIB327419P2g07b2 


Method 


BLASTX 


NCBI GI 


g2388581 


BLAST score 


339 


F. vslnp 

J— i VO.J.UN; 


9. Oe-39 


Match length 


112 


% identity 


77 


NCBI Description 


(AC000098) Similar to Zea DWARF 3 (gb_U32579) . [1 




thaliana] 


Seq. No. 


173956 


Seq. ID 


jC-atXLIB327 419P2g09b2 


Mp1~ hnH 

L it. U. 1 1W 


BLASTN 


NCBI GI 


g2582640 


RLAST score 


44 


E value 


1.0e-15 


Match length 


67 


% identity 


93 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-r 


factor, RSp40 


Seq. No. 


173957 


Seq. ID 


jC-atXLIB327419P2gl0al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


38 


E value 


8.0e-12 


Match length 


46 


% identity 


96 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, 


Seq. No. 


173958 


Seq. ID 


jC-atXLIB327419P2h06b2 


Method 


BLASTN 


NCBI GI 


g2494106 


BLAST score 


153 


E value 


2.0e-80 


Match length 


356 


% identity 


86 


NCBI Description 


Arabidopsis thaliana chromosome 1 YAC YUP8H12R 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


173959 



[Arabidopsis 



23895 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 

Match length - 

% identity. 

NCBI Description 



jC-atXLIB327419P2hllb2 

BLASTN 

g2582640 

56 

1.0e-22 

67 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173960 

jC-atXLIB327419P3a01b2 

BLAST X 

g2851538 

169 

1.0e-14 

120 
42 

TRYPTOPHANYL-TRNA SYNTHETASE (TRYPTOPHAN— TRNA LIGASE) 
(TRPRS) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173961 

jC-atXLIB327 419P3a02a2 

BLASTN 

g3228389 

60 

2.0e-25 

92 

92 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173962 

jC-atXLIB327419P3a03b2 

BLASTX 

g549975 

236 

1.0e-19 

104 
54 

(U12858) nucleosome assembly protein I-like protein; 
similar to mouse nap I, PIR Accession Number JS0707 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



173963 

jC-atXLIB327419P3a07b2 

BLASTN 

g2582640 

59 

2.0e-24 

59 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173964 

jC-atXLIB327 419P3a08b2 



23896 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2582640 

57 

3.0e-23 

73 

96 

Arabidopsis thaliana rrtRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173965 

jC-atXLIB327 419P3alla2 

BLASTN 

g531828 

45 

5.0e-16 

60 
95 

Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173966 

jC-atXLIB327 419P3b01a2 

BLASTN 

g2244788 

67 

4.0e-29 

235 

88 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173967 

jC-atXLIB327419P3b04a2 

BLASTN 

g3451055 

135 

1.0e-69 

394 
86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16G20 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173968 

jC-atXLIB327419P3b07a2 

BLASTN 

g531828 

51 

1.0e-19 

62 
97 

Cloning vector pSportl , complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



173969 

jC-atXLIB327 419P3bl0a2 

BLASTX 

g2341028 

150 

1.0e-09 



23897 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



50 
58 

(AC000104) Strong similarity to 60S ribosomal protein L17 
(gb_X01694). EST gb__AA042332 comes from this gene. 
[Arabidopsis thaliana] 

173970 

jC-atXLIB327419P3c02a2 

BLASTN 

g2462264 

37 

3.0e-ll 

45 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
173971 

jC-atXLIB327419P3c03a2 

BLASTX 

gl213442 

377 

3.0e-36 

90 
84 

(U4 8961) isopentenyl pyrophosphate isomerase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173972 

jC-atXLIB327419P3c05a2 

BLASTX 

g4490737 

373 

1.0e-35 

74 
65 

(AL035708) putative protein [Arabidopsis thaliana] 
173973 

jC-atXLIB327419P3c06bl 

BLASTN 

g2789659 

73 

1.0e-32 

134 
89 

Arabidopsis thaliana pl05 mRNA, complete cds 
173974 

jC-atXLIB327419P3c08bl 

BLASTN 

g3641835 

108 

6.0e-54 

142 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 



23898 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173975 

jC-atXLIB327419P3clla2 

BLASTX 

g4115363 

258 

3.0e-22 
55 
87 

(AC005957] 
thaliana] 



putative disease resistance protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 



173976 

jC-atXLIB327419P3d01a2 

BLASTN 

g4519193 

82 

4.0e-38 

151 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 

173977 

jC-atXLIB32-7 419P3d02a2 

BLASTN 

g531828 

41 

1.0e-13 

45 
98 

Cloning vector pSportl, complete cds 
173978 

jC-atXLIB327419P3d04bl 

BLASTN 

g4455168 

77 

4.0e-35 

89 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M10 
(ESSAII project) 

173979 

jC-atXLIB327419P3d05bl 

BLASTN 

g2582640 

45 

5.0e-16 

53 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

173980 

jC-atXLIB327419P3d08a2 



23899 



# 



BLASTX 
g!173345 
471 

3.0e-47 
105 
91 

SEDOHEPTULOSE-1,7-BISPHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) { SBPASE ) ( SED { 1 , 7 } P2ASE ) 

>gi_1076403_pir S51838 sedoheptulose-1, 7-biphosphatase - 

Arabidopsis thaliana >gi_7 864 66Jobs__159034 (S74719) 
sedoheptulose-1, 7-bisphosphatase, SBPase {EC 3.1.3.37} 
[Arabidopsis thaliana, C24, Peptide Chloroplast, 393 aa] 
[Arabidopsis thaliana] 

173981 

jC-atXLIB327419P3d09a2 
BLASTN 
gl699022 
250 

1.0e-138 
346 
93 

Arabidopsis thaliana putative arginine-aspartate-rich RNA 
binding protein (genelSOO) , (genelOOO), and (gene400) 
genes , complete cds 

Seq. No. 173982 

Seq. ID jC-atXLIB327419P3d09bl 

Method BLASTN 

NCBI GI g2582640 

BLAST score 54 

E value 2.0e-21 

Match length 69 

% identity 94 

NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splrcxng 
factor, RSp40 

Seq. No. 173983 

Seq. ID jC-atXLIB327419P3dl0a2 

Method BLASTX 

NCBI GI g2317902 

BLAST score 283 

E value 4.0e-25 

Match length 62 

% identity 8 9 

NCBI Description (U89959) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 173984 

Seq. ID jC-atXLIB327419P3dlla2 

Method BLASTN 

NCBI GI g4558521 

BLAST score 124 

E value 4.0e-63 

Match length 287 

% identity 98 

NCBI Description Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



23900 



Seq. No. 


173985 


Seq. ID 


jC-atXLIB327419P3d!2b2 


Method 


BLASTX 


NCBI GI 


gl513228 


BLAST score 


221 


E value 


6.0e-18 


Match length 


47 


% identity 


94 


NCBI Description 


(U66307) myo-inositol 1-phosphate synthase [Brassica napus] 


Seq. No. 


173986 


Seq. ID 


jC-atXLIB327 419P3e02b2 


Method 


BLASTN 


NCBI GI 


g531832 


BLAST score 


40 


E value 


4.0e-13 


Match length 


55 


% identity 


95 


NCBI Description 


Cloning vector pSport2, complete sequence 


Seq. No. 


173987 


Seq. ID 


jC-atXLIB327419P3e05bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


64 


E value 


2.0e-27 


Match length 


72 


% identity 


97 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich splicing 




factor, RSp40 


Seq. No. 


173988 


Seq. ID 


jC-atXLIB327419P3f01a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


56 


E value 


1.0e-22 


Match length 


56 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


173989 


Seq. ID 


jC-atXLIB327419P3f05a2 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


52 


E value 


3.0e-20 


Match length 


67 


% identity 


97 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


173990 


Seq. ID 


jC-atXLIB327419P3fl0a2 


Method 


BLASTX 


NCBI GI 


g730526 




23901 



BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



281 

6.0e-25 

58 
98 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787__pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_4'04166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173991 

jOatXLIB327419P3fllb2 

BLASTX 

g4335714 

189 

4.0e-14 

75 

60 

(AC006248) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173992 

jC-atXLIB327419P3fl2b2 

BLASTN 

g3702732 

39 

2.0e-12 

155 
86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGF10, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173993 

jC-atXLIB327419P3g02a2 

BLASTX 

g3738327 

156 

6.0e-16 

81 
57 

(AC005170) 
thaliana] 



putative serine carboxypeptidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173994 

jC-atXLIB327419P3g03a2 

BLASTN 

g2462264 

37 

3.0e-ll 

45 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



173995 

jC-atXLIB327419P3g06a2 

BLASTN 

g4199934 

62 



23902 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-26 

200 
84 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

173996 

jC-atXLIB327419P3g08a2 

BLASTN 

g4455339 

167 

8.0e-89 

255 
91 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12J5 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173997 

jC-atXLIB327419P3h03a2 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
173998 

jC-atXLIB327419P3h04a2 

BLASTN 

g2264367 

167 

8.0e-89 

275 
90 

Arabidopsis thaliana BAC F6P23 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

173999 

jC-atXLIB327419P3h05a2 

BLASTN 

g2462264 

45 

5.0e-16 

45 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174000 

jC-atXLIB327419P3h07a2 

BLASTX 

gl906828 

148 

3.0e-09 

59 
56 

(Y11828) heat shock protein [Arabidopsis thaliana] 



23903 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174001 

jC-atXLIB327419P4a01bl 

BLASTX 

gll74592 

89 

2.0e-ll 

48 
72 

TUBULIN ALPHA- 1 CHAIN >gi_211927 0_pir S60233 alpha-tubulin 

- garden pea >gi_525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174002 

jC-atXLIB327419P4a05a2 

BLASTN 

g4220633 

75 

6.0e-34 

206 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K7J8, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174003 

jC-atXLIB327419P4a06bl 

BLASTN 

g2582640 

50 

3.0e-19 

72 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174004 

jC-atXLIB327419P4a09a2 

BLASTX 

gl33872 

393 

4 ,0e-38 

87 
92 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 
>qi 282838 pir S26494 ribosomal protein SI, chloroplast 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060_emb_CAA4 6927_ 

(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 

[Spinacia oleracea] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



174005 

jC-atXLIB327419P4al2a2 

BLASTN 

g4388714 

241 

1.0e-133 



23904 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



413 
96 

Arabidopsis thaliana chromosome II BAC F5K7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174006 

jC-atXLIB327419P4b06bl 

BLASTN 

g2582640 

65 

1.0e-27 

76 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174007 

jC-atXLIB327419P4blla2 

BLASTN 

g2582638 

28 

6.0e-06 
150 
90 

Arabidosis thaliana mRNA 



for a hnRNP-like protein 



174008 

jC-atXLIB327 419P4c05a2 

BLASTN 

g3046854 

50 

5.0e-19 

98 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG7 , complete sequence [Arabidopsis thaliana] 

174009 

jC-atXLIB327 419P4c07a2 

BLASTN 

g3292807 

33 

7.0e-09 

89 
88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 

174010 

jC-atXLIB327419P4c09a2 

BLASTN 

g2351064 

105 

8.0e-52 

340 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



23905 



MDJ22, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174011 

jC-atXLIB327419P4d08a2 

BLASTN 

g3980374 

62 

4.0e-26 

82 
94 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174012 

jC-atXLIB327419P4d09a2 

BLASTN 

g2827513 

96 

1.0e-46 

183 
92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8F16 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174013 

jC-atXLIB327419P4e02a2 

BLASTN 

g2459406 

95 

7.0e-46 

107 
97 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174014 

jC-atXLIB327419P4e06bl 

BLASTN 

g2582640 

67 

2.0e-29 

75 

97 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174015 

jC-atXLIB327419P4e07a2 

BLASTN 

g2245031 

76 

2.0e-34 

76 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



23906 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174016 

jC-atXLIB327419P4f!0a2 

BLASTN 

g728520 

46 

1.0e-16 

259 
84 

A.thaliana (Columbia) cyc3b mRNA for cyclin 3b protein 
174017 

jC-atXLIB327419P4g06a2 

BLASTN 

g4199934 

100 

8.0e-49 

184 

93 

Genomic sequence for Arabidopsis thaliana BAC T3P18, 
complete sequence [Arabidopsis thaliana] 

174018 * 

jC-atXLIB327419P4g08a2 

BLASTN 

g871991 

92 

5.0e-44 

108 

96 

A.thaliana TGG2 gene for myrosinase 



174019 

jC-atXLIB327419P4glla2 

BLASTN 

g4589435 

171 

3.0e-91 

242 
93 

Arabidopsis thaliana genomic DNA, 
M0E17, complete sequence 



chromosome 3, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



174020 

jC-atXLIB327 419P4g!2a2 

BLASTN 

g3241916 

51 

1.0e-19 

217 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15N18, complete sequence [Arabidopsis thaliana] 

174021 

jC-atXLIB327419P4h04bl 

BLASTN 

g2582640 



23907 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



4.0e-24 

66 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174022 

jC-atXLIB327419P4h06bl 

BLASTN 

g2582640 

56 

1.0e-22 

60 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174023 

jC-atXLIB327419P4h09a2 

BLASTN 

g2337888 

94 

3.0e-45 

302 

91 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

174024 

jC-atXLIB327 42 0Plal2al 

BLASTN 

g2462264 

44 

3.0e-15 

44 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174025 

jC-atXLIB3274 20Plal2bl 

BLASTN 

g2582640 

52 

4.0e-20 

52 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174026 

jC-atXLIB327420Plb09al 

BLASTN 

g2462264 

38 

1.0e-ll 
53 



23908 



% identity 96 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174027 

jC-atXLIB327420Pld04al 

BLASTN 

g2462264 

38 

1.0e-ll 

42 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174028 

jC-atXLIB327 420Ple05al 

BLASTN 

g2828188 

66 

1.0e-28 

200 

35 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K3, complete sequence [Arabidopsis thaliana] 

174029 

jC-atXLIB327 420Ple08al 

BLASTN 

g2351066 

312 

1.0e-175 

463 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOP9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174030 

jC-atXLIB327420Plel2al 

BLASTN 

g2462264 

40 

9.0e-13 

43 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174031 

jC-atXLIB327420Plel2bl 

BLASTN 

g2582640 

63 

2.0e-26 

74 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 



174032 



23909 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



jC-atXLIB327420Plf02al 
. BLASTN 
g531828 
35 

3.0e-10 

67 
93 

Cloning vector pSportl, complete cds 
174033 

jC-atXLIB327420Plf09al 

BLASTN 

g3449325 

80 

1.0e-36 

120 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K16H17, complete sequence [Arabidopsis thaliana] 

174034 

jC-atXLIB327420Plf09bl 

BLASTN 

g2582640 

38 

3-0e-12 

69 

90 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174035 

jC-atXLIB32742 0Plgl0al 

BLASTN 

g2462264 

41 

2.0e-13 

41 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174036 

jC-atXLIB327420Plh01al 

BLASTN 

g2462264 

61 

1.0e-25 
61 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174037 

jC-atXLIB327420Plh06al 

BLASTX 

g3641252 

292 

6.0e-26 



23910 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



156 
45 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestica] 

174038 

jC-atXLIB327 420Plh07bl 

BLASTN 

g2582640 

52 

5.0e-20 

72 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174039 

jC-atXLIB327420Plh09al 

BLASTN 

g2462264 

54 

3.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
174040 

2C-atXLIB327 420Plhl2al 

BLASTN 

g2462264 

53 

9.0e-21 

53 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174041 

jC-atXLIB327420Plhl2bl 

BLASTX 

g3776005 

252 

2.0e-21 

150 
43 

(AJ010466) RNA helicase [Arabidopsis thaliana] 
174042 

jC-atXLIB327420P2a07a2 

BLASTX 

gl076777 

278 

1.0e-24 

96 
61 

protein H2A - wheat >gi_5368 90_dbj JBAA07277_ (D38088) 
protein H2A [Triticum aestivum] 



23911 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174043 

jC-atXLIB327420P2a09a2 

BLASTN 

g2351063 

70 

6.0e-31 

114 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCL19, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174044 

jC-atXLIB327420P2al0a2 

BLASTN 

g531828 

50 

6.0e-19 

62 

95 

Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174045 

jC-atXLIB327 420P2d02a2 

BLASTX 

gl046225 

254 

1.0e-21 

76 
62 

(U21952) ethylene response sensor [Arabidopsis thaliana] 
>gi_2623308 (AC002409) ethylene response sensor (ERS) 
[Arabidopsis thaliana] >gi_1584365_prf_2122405A ERS gene 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174046 

jC-atXLIB327420P2d05a2 

BLASTN 

g4741184 

198 

1.0e-107 

347 
93 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



T23J7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174047 

jC-atXLIB327420P2dlla2 

BLASTN 

g531828 

53 

9.0e-21 

73 
95 

Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 



174048 

jC-atXLIB327420P2e02a2 



23912 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3449320 

145 

1.0e-75 

383 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRB17 , complete sequence [Arabidopsis thaliana] 

174049 

jC-atXLIB327 420P2e05a2 

BLASTN 

g4220633 

66 

2.0e-28 

198 
82 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K7J8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174050 

jC-atXLIB327420P2e07a2 

BLASTX 

gl514639 

180 

4.0e-13 

78 
46 

(X85181) alpha-glucan phosphorylase [Spinacia oleracea] 
174051 

jC-atXLIB327 4 20P2el0a2 

BLASTX 

g3367523 

156 

3.0e-10 

59 

49 

(AC004392) ESTs gb_AA728658 and gb_N95943 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



174052 

jC-atXLIB327420P2ella2 

BLASTN 

g531828 

43 

8.0e-15 

71 

92 

Cloning vector pSportl, complete cds 
174053 

jC-atXLIB327420P2f03a2 

BLASTN 

g531828 

43 

8.0e-15 



23913 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
93 

Cloning vector pSportl, complete cds 
174054 

jC-atXLIB327420P2f04a2 

BLASTX 

g2462737 

224 

3.0e-18 

98 

56 

(AC002292) similar to "Mx" GTP-binding proteins 
[Arabidopsis thaliana] 

174055 

jC-atXLIB327420P2f06a2 

BLASTN 

g2462264 

49 

2.0e-18 

53 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
174056 

jC-atXLIB327420P2fl2a2 

BLASTN 

g2264307 

136 

2.0e-70 

263 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MED24 , complete sequence [Arabidopsis thaliana] 

174057 

jC-atXLIB327420P2g02a2 

BLASTN 

g3056579 

51 

1.0e-19 

199 

85 

Arabidopsis thaliana BAC T1F9 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

174058 

jC-atXLIB327420P2g03a2 

BLASTN 

g4760411 

169 

5.0e-90 

269 

90 

Arabidopsis thaliana chromosome 1 BAC F25C20 sequence, 
complete sequence 



23914 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174059 

jC-atXLIB327420P2h02a2 

BLASTN 

g3341671 

65 

6.0e-28 

172 

89 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174060 

jC-atXLIB327420P2h03a2 

BLASTN 

g4519197 

133 

2.0e-68 

208 
20 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MTC11, complete sequence 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174061 

jC-atXLIB327420P2h05a2 

BLASTX 

g4415994 

324 

6.0e-30 

62 

100 

(AF059289) beta-tubulin 



3 [Eleusine indica] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174062 

jC-atXLIB327 420P2h07a2 

BLASTX 

g4455307 

179 

6.0e-13 

70 
57 

(AL035528) methionyl-tRNA synthetase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174063 

jC-atXLIB327420P3a01bl 

BLASTN 

g2264302 

64 

3.0e-27 

268 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAC12, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



174064 

jC-atXLIB327420P3a02bl 



23915 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5767 

496 

2.0e-52 

123 
86 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-165/180) (LHCP) >gi__81603_pir A29280 chlorophyll 

a/b-binding protein abl65 - Arabidopsis thaliana 
>gi_16368_emb_CAA27540_ (X03907) chlorophyll a/b binding 
protein (LHCP AB 65) [Arabidopsis thaliana] 
>gi_16372_emb_CAA27541_ (X03908) chlorophyll a/b binding 
protein (LHCP AB 180) [Arabidopsis thaliana] 



Seq. No. 


174065 


Q^rr TD 

OC*^ • -L U 


jC-atXLIB327420P3allbl 




BLASTN 


IM ^ LJ _L ui 


a2582640 




49 


TP ual no 
JZj Vdl U.C 


2 . Oe-18 




74 




93 




Arahi doDsis thaliana itiRNA for arcrinine/serine- 




farfnr RSr>40 


Seq. No. 


174066 




iC-atXLIB327 420P3b04al 


LYieTinoQ 


iJijrTtO 1 IN 






DJ_IjH.O J. OLU1C 


44 


TP tra 1 no 


1 Op-15 


-{- /— iT-^ T O i"1"f~ V"l 

L v j.a.LCn jLciiyLii 


44 


O J_<J.Cli f L U-_y 


100 


KIPRT n&Qrri Tit" i nn 


Cucumis sativus iuRNA for patatin-like protein 


Seq. No. 


174067 


Seq. ID 


jC-atXLIB327420P3c02bl 


Method 


BLASTN 


NCBI GI 


-g2582640 


BLAST score 


60 


E value 


6.0e-25 


Match length 


79 


% identity 


95 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine 




factor, RSp40 


Seq. No. 


174068 


Seq. ID 


jC-atXLIB327420P3c03al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


39 


E value 


3.0e-12 


Match length 


39 


% identity 


100 


NCBI Description 


Cloning vector pSportl, complete cds 



Seq. No. 



174069 



23916 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327420P3c08bl 

BLASTN 

g2582640 

58 

1.0e-23 

70 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174070 

jC-atXLIB327420P3cl0al 

BLASTN 

g2275194 

60 

9.0e-25 

143 

92 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174071 

jC-atXLIB327420P3cllal ^ 

BLASTN 

g2462264 

50 

1.0e-18 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
174072 

jC-atXLIB327 4 20P3d09bl 

BLASTX 

g3334404 

770 

3.0e-82 

149 

99 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi_2266990 (U65638) vacuolar type ATPase subunit 
A [Arabidopsis thaliana] >gi_3834305 (AC005679) Identical 
to gb_U65638 Arabidopsis thaliana vacuolar type ATPase 
subunit A mRNA. ESTs gb_N96435, gb_N96106, gb_N96189, 
gb_N96091, gb_AA042286, gb_F14324, gb_W43643, gb_N96027, 
gb_N96299, gb_R29943, gbJT43460, gb_T43544, gb__T22472 

174073 

jC-atXLIB327420P3e05al 

BLASTN 

g2462264 

44 

2 .Oe-15 

48 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



23917 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174074 

jC-atXLIB327420P3e06bl 

BLASTX 

g3122753 

569 

1.0e-58 

105 
99 

60S RIBOSOMAL PROTEIN L44 >gi_224478 9_emb_CAB10211 . 1_ 
(Z97336) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174075 

jC-atXLIB327420P3e07bl 

BLAST N 

g2582640 

49 

2.0e-18 

76 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174076 

jC-atXLIB327420P3ellal 

BLASTX 

gl076290 

256 

7.0e-22 

69 

74 

amino acid transporter AAP4 - Arabidopsis thaliana 
>gi_608671_emb_CAA54 631_ (X77500) amino acid transporter 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174077 

jC-atXLIB327420P3el2al 

BLASTN 

g531832 

48 

1.0e-17 

48 

100 

Cloning vector pSport2, complete sequence 
174078 

jC-atXLIB327420P3f01bl 

BLASTN 

g2582640 

56 

2.0e-22 

72 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 



174079 

jC-atXLIB327420P3f03al 



23918 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g531828 

33 

1.0e-08 

37 
97 

Cloning vector pSportl, complete cds 
174080 

jC-atXLIB327420P3g03bl 

BLASTN 

g3273201 

98 

1.0e-47 

168 
96 

Arabidopsis thaliana mRNA for responce reactor4, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174081 

jC-atXLIB327420P3g06bl 

BLASTN 

g3869074 

196 

1.0e-106 

361 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMI9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174082 

jC-atXLIB327420P3g08al 

BLASTN 

g2895509 

69 

1.0e-30 

77 

97 

Arabidopsis thaliana putative pectin methylesterase (PME3) 
gene, complete cds 

174083 

jC-atXLIB327420P3g09bl 

BLASTX 

g4106340 

403 

4.0e-39 

80 
97 

(AF062396) protein phosphatase 2A regulatory subunit 
isoform B ? delta [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



174084 

jC-atXLIB327420P3gl0al 

BLASTN 

g2290120 

34 



23919 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



3.0e-09 

38 
97 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



174085 

jC-atXLIB327420P3h03al 

BLASTN 

g2462264 

46 

2.0e-16 

54 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
174086 

jC-atXLIB327 420P3h04al 

BLASTN 

g4538972 

35 

3.0e-10 

83 
86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28M11 
(ESSA project) 

174087 

jC-atXLIB327 4 20P3h07bl 

BLASTX 

g4567313 

441 

1.0e-43 

97 
82 

(AC005956) putative SUPERMAN transcription factor 
[Arabidopsis thaliana] 



174088 

jC-atXLIB327420P4a02al 

BLASTN 

g4757413 

118 

2.0e-59 

299 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MX021, complete sequence 



PI clone 



174089 

jC-atXLIB327 4 20P4a08al 

BLASTN 

g2462264 

48 

1.0e-17 

56 
96 



23920 



# 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174090 

jC-atXLIB327420P4b03bl 

BLASTN 

g2582640 

67 

4.0e-29 

74 

99 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



174091 

jC-atXLIB327 4 20P4b05al 

BLASTN 

g3869072 

182 

7.0e-98 

308 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJB24 , complete sequence [Arabidopsis thaliana] 



PI clone: 



174092 

jC-atXLIB327420P4b09al 

BLASTX 

gl709825 

247 

1.0e-20 

85 
64 

PHOTOSYSTEM I REACTION CENTRE SCfBUNIT PSAN PRECURSOR 
(PSI-N) >gi_1237124 (U32176) PSI-N [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174093 

jC-atXLIB327420P4b!2bl 

BLASTX 

g2854070 

515 

2.0e-52 

125 

82 

(AF044914) 
thaliana] 



putative histone deacetylase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174094 

jC-atXLIB327420P4c01al 

BLASTN 

g3046851 

43 

8.0e-15 

200 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



23921 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174095 

jC-atXLIB327420P4c04al 

BLASTX 

g2149640 

309 

4.0e-28 

86 

72 

(U91995) Argonaute protein [Arabidopsis thaliana] 
174096 

jC-atXLIB327420P4c08al 

BLASTN 

g4220637 

60 

4.0e-25 

213 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, Pi clone 
MIE1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



174097 

jC-atXLIB327420P4cl2al 

BLASTS 

g4415905 

108 

1.0e-53 

479 
96 

Arabidopsis thaliana chromosome II BAC F13K3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174098 

jC-atXLIB327420P4d01al 

BLASTX 

g4204272 

260 

4.0e-22 

83 

57 

(AC005223) Hypothetical protein [Arabidopsis thaliana] 
174099 

jC-atXLIB327420P4d04al 

BLASTN 

g2245031 

61 

2.0e-25 

215 

90 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

274100 

jC-atXLIB327420P4d06al 

BLASTN 

g540252 



23922 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 

3.0e-ll 

37 

100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
174101 

jC-atXLIB327420P4d09al 

BLASTN 

g2462264 

51 

2.0e-19 

55 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174102 

jC-atXLIB327 420P4dl0al 

BLASTN 

g710625 

272 

1.0e-151 

484 

92 

Arabidopsis thaliana mRNA for ERD15 protein, complete cds 
174103 

jC-atXLIB327 420P4e01al 

BLASTN 

g2842474 

88 

2.0e-41 

179 
88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20O9 
(ESSAII project) 

174104 

jC-atXLIB327420P4e05al 

BLASTN 

g2760172 

90 

5.0e-43 

248 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUB3, complete sequence [Arabidopsis thaliana] 

174105 

jC-atXLIB327 420P4e07al 

BLASTN 

gl6285 

44 

4.0e-15 

213 
88 

A. thaliana mRNA GBF1 for G-box binding factor 



23923 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ,ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174106 

jC-atXLIB327420P4e09al 

BLASTN 

g3702315 

104 

5.0e-51 

209 
88 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174107 

jC-atXLIB327420P4el0al 

BLASTN 

g2252848 

168 

2.0e-89 

358 

91 

Arabidopsis thaliana BAC TM018A10 
174108 

jC-atXLIB327 4 20P4el2al 

BLASTN 

g2462264 

52 

5.0e-20 

56 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
174109 

jC-atXLIB327420P4f01al 

BLASTN 

g4589425 

109 

4.0e-54 

286 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBA10, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



174110 

jC-atXLIB327420P4f02al 

BLASTN 

g2226430 

41 

2.0e-13 

41 

100 

Mus saxicola haptoglobin mRNA, 
174111 

jC-atXLIB327420P4f03al 

BLASTN 

g2252823 



complete cds 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

4.0e-27 

245 

85 

Arabidopsis thaliana BAC IG005I10 
174112 

jC-atXLIB327420P4f06al 

BLASTN 

g2462264 

49 

1.0e-18 

57 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
174113 

jC-atXLIB327420P4f06bl 

BLASTX 

g2119846 

71 

2.0e-27 

127 

58 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

174114 

jC-atXLIB327420P4f08al 

BLASTX 

g4539330 

144 

1.0e-08 

159 

30 

(AL035679) putative receptor-like protein kinase (fragment) 
[Arabidopsis thaliana] 

174115 

jC-atXLIB327420P4fl0al 

BLASTX 

g729477 

271 

2.0e-23 

111 
52 

FERREDOXIN — NADP REDUCTASE PRECURSOR { FNR) 

>gi_320548_pir A44974 f erredoxin— NADP+ reductase (EC 

1.18.1.2) precursor - common ice plant >gi_167256 (M25528) 
f erredoxin-NADP+ reductase precursor (fnrA; EC 1.6.7.1) 

[Mesembryanthemum crystallinum] >gi_22 6768_prf 1604 4 75A 

ferredoxin NADP reductase [Mesembryanthemum crystallinum] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174116 

jC-atXLIB327420P4g03al 

BLASTN 

g540252 

38 

1.0e-ll 

38 
100 

Cloning vector pSVSportl bet a- lactamase gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174117 

jC-atXLIB327420P4g04al 

BLASTN 

g2462264 

50 

5.0e-19 

54 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174118 

jC-atXLIB327 420P4g06al 

BLASTN 

g2462264 

41 

6.0e-14 

45 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174119 

jC-atXLIB327 420P4g09al 

BLASTN 

g3790586 

339 

0.0e+00 

423 

95 

Arabidopsis thaliana RING-H2 finger protein RHF2a mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174120 

jC-atXLIB327420P4gllal 

BLASTN 

g3980374 

190 

1.0e-102 
414 

87 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliar-a] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



174121 

jC-atXLIB3274 20P4h06al 

BLASTN 

g!046224 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

7.0e-43 

337 

85 

Arabidopsis thaliana ethylene response sensor (ERS) gene, 
complete cds 

174122 

jC-atXLIB327420P4h09al 

BLASTX 

g2118222 

100 

1.0e-14 

53 

86 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P4) - Arabidopsis thaliana >gi_926935 (L44584) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174123 

jC-atXLIB327420P4hllal 

BLASTN 

g2462264 

37 

4.0e-ll 

37 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174124 

jC-atXLIB327 421Pla03al 

BLASTN 

g4092472 

146 

2.0e-76 

238 
48 

Arabidopsis thaliana BAC F1K3 from chromosome IV near 21 
cM, complete sequence [Arabidopsis thaliana] 

174125 

jC-atXLIB3274 21Pla03bl 

BLASTN 

g3128134 

143 

1.0e-74 

146 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18G13, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



174126 

jC-atXLIB327 421Pla05bl 

BLASTN 

g2582640 

60 
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E value 
Match length 
% identity 
NCBI Description 



4.0e-25 

75 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174127 

jC-atXLIB327 421Pla09al 

BLASTX 

g480450 

68 

6.0e-14 

58 
74 

ketol-acid reductoisomerase (EC 1.1.1.8 6) 
thaliana >gi_402552_emb__CAA49506_ (X69880 
reductoisomerase [Arabidopsis thaliana] 



- Arabidopsis 
ketol-acid 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



174128 

jC-atXLIB327421Plal0bl 

BLASTX 

g4512712 

270 

1.0e-23 

49 
100 

(AC006569) unknown protein [Arabidopsis thaliana] 
174129 

jC-atXLIB327421Plb01bl 

BLASTN 

g 4454447 

62 

3.0e-26 

136 
86 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174130 

jC-atXLIB327421Plb02al 

BLASTN 

g3150396 

109 

3.0e-54 

128 
97 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174131 

jC-atXLIB327421Plb02bl 

BLASTX 

g3150406 

312 

2.0e-28 
110 
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% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

(AC004165) putative indole-3-acetate 
beta-glucosyltransferase [Arabidopsis thaliana] 

174132 

jC-atXLIB327421Plb03al 

BLASTX 

g3643603 

274 

4.0e-24 

53 

98 

(AC005395) unknown protein [Arabidopsis thaliana] 
174133 

jC-atXLIB327421Plb06al 

BLASTN 

g2244829 

185 

1.0e-99 

368 
95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

174134 

jC-atXLIB327421Plb07al 

BLASTN 

g2462264 

46 

1.0e-16 

62 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
174135 

jC-atXLIB327421Plb07bl 

BLASTX 

g4585882 

194 

9.0e-15 

68 
65 

(AC005850) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

174136 

jC-atXLIB327421Plb08al 

BLASTN 

g2462264 

38 

5.0e-12 

50 

94 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



174137 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327 421Plb09bl 

BLASTN 

g2582640 

69 

2.0e-30 

81 
96 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



174138 

jC-atXLIB327421Plbl0al 

BLASTN 

g2462264 

35 

5.0e-10 

53 
94 

Cucumis sativus mRNA for patatin-like protein, partial 



174139 

jC-atXLIB327421Plb!2al 

BLASTN 

g2924733 

262 

1.0e-145 

294 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



174140 

jC-atXLIB327 4 21Plbl2bl 

BLASTN 

g2924733 

313 

1.0e-176 

406 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

174141 

jC-atXLIB327421Plc01bl 

BLASTX 

g3242709 

610 

2.0e-63 

126 

94 

(AC003040) putative guanine nucleotide-binding protein 
[Arabidopsis thaliana] 

174142 

jC-atXLIB327421Plc02al 

BLASTN 

g3927822 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 

1.0e-66 

130 
100 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174143 

jC-atXLIB327421Plc05bl 

BLASTX 

gl703328 

169 

3.0e-45 

142 

62 

CLATHRIN COAT ASSEMBLY PROTEIN AP50 (CLATHRIN COAT 
ASSOCIATED PROTEIN AP50) (PLASMA MEMBRANE ADAPTOR AP-2 50 
KD PROTEIN) (HA2 50 KD SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN 
COMPLEX 2 MEDIUM CHAIN) >gi_1174262 (U44890) DdApml 
[Dictyostelium discoideum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174144 

jC-atXLIB327421Plc07al 

BLASTN 

g4220468 

49 

2.0e-18 

101 
98 

Arabidopsis thaliana chromosome II BAC T8011 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174145 

jC-atXLIB327421Plcl0al 

BLASTN 

g2290120 

53 

9.0e-21 

64 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

174146 

jC-atXLIB327421Pld04al 

BLASTN 

g2462264 

50 

5.0e-19 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



174147 

jC-atXLIB327421Pld09al 

BLASTN 

g4584339 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



115 

9.0e-58 

119 

99 

Arabidopsis thaliana chromosome II BAC T23A1 genomic 
sequence, complete sequence 

174148 

jC-atXLIB327421Pldl2al 

BLASTN 

g2462264 

48 

9.0e-18 

52 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174149 

jC-atXLIB327421Ple05al 

BLASTN 

g2290120 

41 

1.0e-13 

45 
98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



174150 

jC-atXLIB327421Ple06bl 

BLASTX 

g3128187 

169 

9.0e-52 

140 
67 

(AC004521) putative beta-glucosidase [Arabidopsis thaliana] 
174151 

jC-atXLIB3274 21Ple07bl 

BLASTN 

g2582640 

68 

1.0e-29 

76 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174152 

jC-atXLIB327421Ple08bl 

BLASTX 

g3157944 

394 

1.0e-38 

120 
75 
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NCBI Description 



(AC002131) Very strong similarity to aminomethyltransf erase 
precursor gb_U7 97 69 from Mesembryanthemum crystallinum. 
ESTs gb_T43167, gb_T2107 6, gb_H36999, gb_T22773, 
gb_N38038, gb_T13742, gb_Z26545, gb_T20753 and gb_W43123 
come from this ge 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174153 

jC-atXLIB327421Ple09al 

BLASTX 

g4512615 

351 

3.0e-33 

74 

97 

(AC004793) Strong similarity to gb_X59970 3-isopropylmalate 
dehydrogenase (IMDH) from Brassica napus . EST gb_F14478 
comes from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174154 

jC-atXLIB327421Plel2al 

BLASTN 

g3510337 

48 

9.0e-18 

68 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19E20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174155 

jC-atXLIB327421Plf01bl 

BLASTN 

g2582640 

46 

1.0e-16 

50 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174156 

jC-atXLIB327421Plf02al 

BLASTX 

g2765242 

209 

2.0e-16 

110 
41 

(Y12806) invertase inhibitor homolog [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



174157 

jC-atXLIB327421Plf02bl 

BLASTN 

g2582640 

62 

2.0e-26 
77 
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% identity 
"NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174158 

jC-atXLIB327421Plf03al 

BLASTN 

g3941501 

112 

5.0e-56 

116 

99 

Arabidopsis thaliana putative transcription factor (MYB72) 
mRNA, partial cds 

174159 

jC-atXLIB327421Plf06al 

BLASTN 

g3461810 

208 

1.0e-113 

276 
95 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174160 

jC-atXLIB327421Plf06bl 

BLASTN 

g3461810 

202 

1.0e-109 

233 
97 

Arabidopsis thaliana chromosome II BAC T17M13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174161 

jC-atXLIB327421Plf07al 

BLASTN 

g2702261 

311 

1.0e-174 

331 

98 

Arabidopsis thaliana chromosome II BAC T21L14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174162 

jC-atXLIB327421Plf09bl 

BLASTN 

g4584339 

72 

4.0e-32 

96 

94 

Arabidopsis thaliana chromosome II BAC T23A1 genomic 



23934 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence 
174163 

jC-atXLIB327421Plf!0al 

BLASTN 

g2262155 

49 

2.0e-18 

123 

93 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

174164 

jC-atXLIB327421Plfl2al 

BLASTN 

g531828 

36 

1.0e-10 

36 
100 

Cloning vector pSportl, complete cds 
174165 

jC-atXLIB327 421Plg04al 

BLASTN 

g531828 

47 

3.0e-17 

51 
98 

Cloning vector pSportl , complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174166 

jC-atXLIB327421Plg08al 

BLASTN 

g4587641 

81 

2.0e-37 

100 

96 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F20D21 genomic 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174167 

jC-atXLIB327421Plg09al 

BLASTN 

g4741959 

77 

4.0e-35 

142 

94 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) mRNA, complete 
cds 



Seq. No. 
Seq. ID 



174168 

jC-atXLIB327421Plgllal 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3859658 

126 

2.0e-64 

126 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 

174169 

jC-atXLIB327421Plg!2al 

BLASTN 

g4678258 

210 

1.0e-114 

230 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I7 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174170 

jC-atXLIB327421Plh02al 

BLASTN 

g4519183 

50 

5.0e-19 

106 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15C23, complete sequence 

174171 

jC-atXLIB327 421Plh04bl 

BLASTN 

g4757405 

74 

3.0e-33 

138 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOJ10, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174172 

jC-atXLIB327421Plh06al 

BLASTN 

g4159706 

77 

4.0e-35 

226 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGL6, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



174173 

jC-atXLIB327421Plh07al 

BLASTN 

g556473 



23936 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 

7.0e-34 

79 
99 

Arabidopsis thaliana mRNA for ERD14 protein, complete cds 
174174 

jC-atXLIB327421Plh07bl 

BLASTN 

g556473 

99 

3.0e-48 

218 

87 

Arabidopsis thaliana mRNA for ERD14 protein, complete cds 
174175 

jC-atXLIB327421Plh08bl 

BLASTN 

g4106527 

69 

2.0e-30 

116 

57 

Mus musculus Pontin52 mRNA, complete cds 
174176 

jC-atXLIB327421Plhl2al 

BLASTN 

g531828 

35 

5-0e-10 

35 
100 

Cloning vector pSportl, complete cds 
174177 

jC-atXLIB327421P2a07bl 

BLASTN 

g2582640 

56 

2.0e-22 

64 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174178 

jC-atXLIB327421P2a08bl 

BLASTN 

g2582640 

43 

5.0e-15 

58 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



23937 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174179 

jC-atXLIB327421P2a09bl 

BLASTX 

g3123712 

551 

1.0e-56 

113 
96 

(D89051) ERD6 protein [Arabidopsis thaliana] 



Seq. No. 


174180 


Seq. ID 


jC-atXLIB327421P2c03bl 


Method 


BLASTX 


NCBI GI 


gl490554 


BLAST score 


247 


E value 


5.0e-21 


Match length 


47 


% identity 


96 


NCBI Description 


(U63633) S-adenosylmethi 




thaliana] 


Seq. No. 


174181 


Seq. ID 


jC-atXLIB327421P2c04bl 


Method 


BLASTN 


NCBI GI 


g499161 


BLAST score 


74 


E value 


2.0e-33 


Match length 


190 


% identity 


84 


NCBI Description 


A. thaliana mRNA Athb-6 


Seq. No. 


174182 


Seq. ID 


jC-atXLIB327421P2e02bl 


Method 


BLASTX 


NCBI GI 


gl550740 


BLAST score 


614 


E value 


6.0e-64 


Match length 


117 


% identity 


97 


NCBI Description 


(Y07961) GDP-associated 


Seq. No. 


174183 


Seq. ID 


jC-atXLIB327421P2f05bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


49 


E value 


2.0e-18 


Match length 


61 


% identity 


95 


NCBI Description 


Arabidopsis thaliana mRK 




factor, RSp40 


Seq. No. 


174184 


Seq. ID 


jC-atXLIB327421P2g07bl 


Method 


BLASTN 


NCBI GI 


g2582640 



23938 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

7.0e-24 

74 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174185 

jC-atXLIB327421P2h02bl 

BLAST N 

g2582640 

67 

4.0e-29 

75 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



174186 

jC-atXLIB327421P2h08bl 

BLASTN 

g2582640 

64 

2.0e-27 

72 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174187 

jC-atXLIB327 421P3a02bl 

BLASTN 

g2582640 

68 

1.0e-29 

75 
99 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174188 

jC-atXLIB327 421P3a06al 

BLASTN 

g2462264 

51 

1.0e-19 

59 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174189 

jC-atXLIB327 421P3a09bl 

BLASTN 

g3985957 

138 

2.0e-71 

408 



23939 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYN8, complete sequence [Arabidopsis thaliana] 

174190 

jC-atXLIB327421P3b05al 

BLASTN 

g2462264 

47 

3.0e-17 

51 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174191 

jC-atXLIB327421P3bllal 

BLASTX 

g3935154 

287 

1.0e-25 

70 
74 

(ACGD5106) T25N20.18 [Arabidopsis thaliana] 
174192 

jC-atXLIB327 4 21P3c01al 

BLASTN 

g3046855 

141 

3.0e-73 
277 



Arabidopsis thaliana genomic DNA, chromosome 3, 
MSL1, complete sequence [Arabidopsis thaliana] 



PI clone: 



174193 

jC-atXLIB327 421P3c02al 

BLASTN 

g3449326 

105 

9.0e-52 

271 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M22, complete sequence [Arabidopsis thaliana] 

174194 

jC-atXLIB327 421P3c05al 

BLASTX 

g4406819 

392 

6.0e-38 

82 
100 

(AC006201) unknown protein [Arabidopsis thaliana] 



Seq. No. 



174195 



23940 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327421P3cl0al 

BLASTX 

gl076315 

385 

4.0e-37 

73 

99 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_emb_CAA607 94_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 

174196 

jC-atXLIB327421P3dl0al 

BLASTN 

g4193381 

72 

4.0e-32 

170 
88 

Arabidopsis thaliana ribosomal protein S27 (ARS27A) mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174197 

jC-atXLIB327 421P3e07al 

BLASTN 

g531828 

53 

9.0e-21 

65 

95 

Cloning vector pSportl, complete cds 
174198 

jC-atXLIB327421P3e08bl 

BLASTX 

gll3782 

235 

2.0e-19 
47 

98 

BETA-AMYLASE (1,4 -ALPHA- D-GLUCAN MALTOHYDROLASE) 

>gi_486824_pir S36094 beta-amylase (EC 3.2.1.2) - 

Arabidopsis thaliana >gi_166602 (M734 67) beta-amylase 

[Arabidopsis thaliana] >gi_228 699_prf 1808329A beta 

amylase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174199 

jC-atXLIB327421P3el0al 

BLASTX 

gl36251 

228 

1.0e-18 

63 
71 

TRYPTOPHAN SYNTHASE BETA CHAIN 1 PRECURSOR 
>gi_99767_pir A31393 tryptophan synthase (EC 4.2.1, 



20) 



23941 



Seq. No. 

Seq. ID 

Method 

NCBI GI" 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



beta chain - Arabidopsis thaliana >giJL66892 (M23872) 
tryptophan synthase beta subunit [Arabidopsis thaliana] 

174200 

jC-atXLIB327421P3f01al 

BLASTN 

g4757392 

119 

4.0e-60 

167 

94 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174201 

jC-atXLIB327421P3f04bl 

BLASTN 

g2582640 

60 

6.0e-25 

74 

96 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174202 

jC-atXLIB327 421P3g01al 

BLASTN 

g2462264 

56 

1.0e-22 

56 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



174203 

jC-atXLIB327421P3g02bl 

BLASTN 

g2582640 

59 

2.0e-24 

59 

100 

Arabidopsis thaliana mRNA 
factor, RSp4 0 



for arginine/serine-rich splicing 



Seq. No . 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174204 

jC-atXLIB327421P3g04al 

BLASTX 

g2244871 

303 

2.0e-27 

62 

94 

(Z97338) phosphocholine cytidylyltransf erase [Arabidopsis 
thaliana] 



23942 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174205 

jC-atXLIB327421P3g07bl 

BLASTX 

g930002 

688 

1.0e-72 

130 

100 

(X13435) nitrate reductase 
thaliana] 



NR2 (396 AA) [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174206 

jC-atXLIB327421P3h02al 

BLASTN 

g531828 

53 

9.0e-21 

65 
95 

Cloning vector pSportl, complete cds 
174207 

jC-atXLIB327421P3h03bl 

BLASTN 

g2582640 

67 

4.0e-29 

78 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174208 

jC-atXLIB327421P3h08al 

BLASTX 

g4559354 

191 

2.0e-14 

129 
5 

(AC006585) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



174209 

jC-atXLIB327 421P4a07bl 

BLASTN 

g4519194 

65 

6.0e-28 

76 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHM17, complete sequence 

174210 

jC-atXLIB327 4 21P4b02bl 

BLASTN 

g3150396 



23943 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

3.0e-39 

92 

98 

Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



174211 

jC-atXLIB327421P4b04bl 

BLASTN 

g4580745 

70 

7.0e-31 

156 
92 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F10O3 sequence, 



174212 

jC-atXLIB327 421P4b05bl 

BLASTN 

g3941523 

37 

3.0e-ll 

44 

95 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



174213 

jC-atXLIB327 421P4b07al 

BLASTN 

g3510346 

56 

1.0e-22 

249 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNL12, complete sequence [Arabidopsis thaliana] 



PI clone: 



174214 

jC-atXLIB327 4 21P4b08al 

BLASTX 

g2149021 

116 

4.0e-ll 

61 
72 

(U72290) ADPG pyrophosphorylase large subunit [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



174215 

jC-atXLIB327421P4b08bl 

BLASTN 

g4586349 

51 

1.0e-19 



23944 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 
98 

Arabidopsis thaliana DNA for glucose-l-phosphate 
adenylyltransferase, complete cds 

174216 

jC-atXLIB327421P4bl0al 

BLASTN 

g2462264 

52 

3.0e-20 

52 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
174217 

jC-atXLIB327 4 21P4bl0bl 

BLASTN 

g3449327 

92 

4.0e-44 

149 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC A2 3 , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



174218 

jC-atXLIB327 421P4bllbl 

BLASTX 

g464621 

318 

3.0e-29 

102 
65 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_28 037 4_pir S28586 

ribosomal protein ML16 - common ice plant 
>giJL9539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

174219 

jC-atXLIB327421P4bl2bl 

BLASTN 

g2582640 

56 

1.0e-22 

60 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174220 

jC-atXLIB3274 21P4c03bl 

BLASTN 

g4646215 

66 

1.0e-28 

66 



23945 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana chromosome II BAC T22013 genomic 
sequence, complete sequence 

174221 

jC-atXLIB327421P4c08al 

BLASTN 

g2290120 

33 

8.0e-09 

33 

100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

174222 

jC-atXLIB327421P4c09al 

BLASTN 

g540252 

45 

6.0e-16 

45 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
174223 

jC-atXLIB327421P4cl0al 

BLASTN 

g2290120 

34 

2.0e-09 

34 

100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174224 

jC-atXLIB327421P4cl2bl 

BLASTX 

g2129622 

438 

3.0e-43 

110 

77 

immunophilin FKBP15-1 
( U5 2 0 4 6 ) immunophi 1 i n 



- Arabidopsis thaliana >gi_1272406 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174225 

jC-atXLIB327421P4d04al 

BLASTN 

g531828 

45 

6.0e-16 

45 

100 

Cloning vector pSportl, complete cds 



23946 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174226 

jC-atXLIB327421P4d05bl 

BLASTN 

g2582640 

41 

1.0e-13 

49 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match 1 
% ident 
NCBI De 



ength 
ity 

scription 



174227 

jC-atXLIB327421P4d06al 

BLASTN 

g4337186 

251 

1.0e-139 

299 
96 

Arabidopsis thaliana chromosome II BAC T28I24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174228 

jC-atXLIB327421P4d08bl 

BLASTX 

g464662 

740 

1.0e-78 

145 

60 

CHLOROPLAST 31 KD RIBONUCLEOPROTEIN PRECURSOR (RNA-BINDING 
PROTEIN RNP-T) (RNA-BINDING PROTEIN 1) 

>gi_282884_pir S28057 RNA-binding protein RNP-T - 

Arabidopsis thaliana >gi_164 90_emb_CAA4 634 7_ (X65255) 
RNA-binding protein [Arabidopsis thaliana] >gi_387569 
(M94554) 31 kDa RNA binding protein [Arabidopsis thaliana] 
>gi_475718 (U084 67) RNA-binding protein 1 [Arabidopsis 
thaliana] >gi_4220513_emb_CAA22986_ (AL035356) RNA-binding 
protein RNP-T precursor [Arabidopsis thaliana] 

>gi_737169_prf 1921382A RNA-binding protein [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174229 

jC-atXLIB327421P4dl0al 

BLASTN 

g531828 

49 

2.0e-18 

49 

100 

Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



174230 

jC-atXLIB327421P4dllal 

BLASTN 

g2853071 

104 



23947 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



3.0e-51 

125 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



174231 

jC-atXLIB327421P4e02bl 

BLASTN 

g2582640 

42 

4.0e-14 

46 
98 

Arabidopsis thaliana mRNA 
factor, RSp40 



F24J7 



for arginine/serine-rich splicing 



174232 

jC-atXLIB327421P4e03bl 

BLASTX 

g4587552 

662 

1.0e-69 

130 

100 

(AC006577) Strong similarity to gb_S77096 aldehyde 
dehydrogenase homolog from Brassica napus and is a member 
of PF_00171 Aldehyde dehydrogenase family. ESTs gb_T4 6213, 
gb_T42164, gb_T43682, gb_N96380, gb_T42973, gb 

174233 

jC-atXLIB327 4 21P4e04al 

BLASTN 

g540252 

33 

8.0e-09 

37 

97 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
174234 

jC-atXLIB327421P4e05al 

BLASTN 

g2245073 

97 

4.0e-47 

113 
96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

174235 

jC-atXLIB327 421P4e08bl 

BLASTX 

g2648032 

391 

5.0e-38 



23948 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
79 

(AJ001374) 



alpha-glucosidase [Solanum tuberosum] 



174236 

jC-atXLIB327421P4e09bl 

BLASTN 

g2264317 

61 

1.0e-25 

85 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUG13, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 174237 

Seq. ID jC-atXLIB327421P4el2al 

Method BLASTN 

NCBI GI g642161 

BLAST score 48 

E value 8.0e-18 

Match length 96 

% identity 88 

NCBI Description A. thaliana gene for chloroplast ribosomal protein S13 

Seq. No. 174238 

Seq. ID jC-atXLIB327421P4e!2bl 

Method BLASTX 

NCBI GI gll73194 

BLAST score 288 

E value 1.0e-25 

Match length 70 

% identity 83 



NCBI Description 30S RIBOSOMAL PROTEIN S13, CHLOROPLAST PRECURSOR (CS13) 

>gi_2119093_pir S59594 ribosomal protein S13 precursor, 

chloroplast - Arabidopsis thaliana >gi_16767_emb_CAA7 9013_ 

(Z17611) chloroplast 30S ribosomal protein S13 [Arabidopsis 
thaliana] >gi_6628 69_emb_CAA88028_ (Z47986) chloroplast 
ribosomal protein S13 [Arabidopsis thaliana] 
>gi_1107483_emb_CAA63021_ (X91955) 30S ribosomal protein 
S13 [Arabidopsis thaliana] >gi_1515107_emb_CAA604 13_ 

(X86734) plastid ribosomal protein S13 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174239 

jC-atXLIB327421P4f01bl 

BLASTN 

g4106527 

69 

2.0e-30 

142 

45 

Mus musculus Pontin52 mRNA, 



complete cds 



Seq. No. 
Seq. ID 
Method 



174240 

jC-atXLIB327 4 21P4f03al 
BLASTN 



23949 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455168 
117 

5.0e-59 

185 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F10M10 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174241 

jC-atXLIB327421P4f04bl 

BLASTN 

g2582640 

66 

2.0e-28 

73 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174242 

jC-atXLIB327421P4f06bl 

BLASTN 

g4063730 

250 

1.0e-138 

322 

99 

Arabidopsis thaliana BAC F21J6 from chromosome V, 
containing KNAT3 and mapping near 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

174243 

jC-atXLIB327 421P4f08al 

BLASTN 

gl532162 

78 

1.0e-35 

96 

95 

Arabidopsis thaliana AT. I. 24-1, AT. I. 24-2, 
AT. 1.24-4, AT. I. 24-5, AT. I. 24-6, AT. I. 24-9 
genes, partial cds, AT. 1.24-7, ascorbate peroxidase 
(ATHAPX1 ) , EF-lalpha-Al, -A2 and -A3 (EF-lalpha) and AT . I 



AT. I. 24-3, 
and AT. I. 24-14 



Seq. No. 
Seq. ID 



174244 

jC-atXLIB327421P4fl0al 

BLASTN 

g2290120 

46 

8.0e-17 

46 

100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

174245 

jC-atXLIB327 421P4f!0bl 



23950 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3449322 

90 

3.0e-43 

90 

76 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC17 , complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174246 

jC-atXLIB327421P4fllal 

BLASTN 

g2462264 

48 

8.0e-18 

48 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
174247 

jC-atXLIB327421P4fl2bl 

BLASTN 

g3869068 

67 

4.0e-29 

83 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC16, complete sequence [Arabidopsis thaliana] 

174248 

jC-atXLIB327421P4g02al 

BLASTN 

g540252 

36 

1.0e-10 

44 
95 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
174249 

jC-atXLIB3274 21P4g02bl 

BLASTN 

g2582640 

62 

4 ,0e-26 

73 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



174250 

jC-atXLIB327421P4g04al 

BLASTN 

g3434972 

50 

4.0e-19 



23951 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
91 

Arabidopsis thaliana AtERF-4 mRNA for ethylene responsive 
element binding factor 4, complete cds 

174251 

jC-atXLIB327421P4g04bl 

BLASTN 

g3434972 

73 

1.0e-32 

73 
100 

Arabidopsis thaliana AtERF-4 mRNA for ethylene responsive 
element binding factor 4, complete cds 

174252 

jC-atXLIB327421P4g05bl 

BLASTX 

g3599968 

743 

5.0e-79 

140 

100 

(AF032123) clp protease [Arabidopsis thaliana] 
174253 

jC-atXLIB327421P4g0 6al 

BLASTN 

g3241923 

62 

3.0e-26 

114 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMN10, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174254 

jC-atXLIB327421P4g08al 

BLASTN 

g4587641 

111 

2.0e-55 

111 
100 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F20D21 genomic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174255 

jC-atXLIB327421P4gl0bl 

BLASTN 

g2582640 

55 

6.0e-22 

70 
96 

Arabidopsis thaliana mRNA 



for arginine/serine-rich splicing 



23952 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



factor, RSp40 
174256 

jC-atXLJB327421P4gllal 

BLASTN 

g3510344 

120 

9.0e-61 

132 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJG14, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174257 

jC-atXLIB327421P4h02bl 

BLASTX 

gl545805 

369 

3.0e-35 

87 
84 

(D64052) cytochrome P450 like_TBP [Nicotiana tabacum] 
174258 

jC-atXLIB327421P4h07bl 

BLASTX 

g2244912 

182 

3.0e-13 

47 
79 

(Z97339) similar to transketolase [Arabidopsis thaliana] 
174259 

jC-atXLIB327 4 22Pla05al 

BLASTN 

g4757417 

143 

2.0e-74 

396 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
T30G6, complete sequence 

174260 

jC-atXLIB327 422Pla0 6al 

BLASTX 

g3660469 

387 

2.0e-37 

90 
92 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4 512693_gb__AAD2174 6 . 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 



Seq. No. 



174261 



23953 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327422Plb02al 

BLASTN 

g2290120 

54 

2.0e-21 

66 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

1742 62 

jC-atXLIB327422Plb02bl 

BLASTN 

gl946354 

78 

1.0e-35 

231 

56 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

174263 

jC-atXLIB327422Plc01al 

BLASTN 

g2290120 

48 

9.0e-18 

63 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174264 

jC-atXLIB327 
BLASTX 
g2119848 
94 

2.0e-17 

107 
51 

chlorophyll 
Arabidopsis 
photo system 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



422Plc01bl 



a/b-binding protein type I precursor LhblBl 
thaliana >gi_16366_emb_CAA4 5789_ (X64459) 
II type I chlorophyll a /b binding protein 

thaliana] >gi_3128229 (AC004077) putative 
II type I chlorophyll a/b binding protein 

thaliana] >gi_3337372 (AC004481) putative 
II type I chlorophyll a/b binding protein 

thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



174265 

jC-atXLIB327 4 22Plc07al 

BLASTN 

g531832 

33 

8.0e-09 

33 
100 



23954 



NCBI Description Cloning vector pSport2, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174266 

jC-atXLIB327422Pld02al 

BLASTN 

g2462264 

53 

1.0e-20 

53 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
174267 

jC-atXLIB327422Pld03bl 

BLASTX 

g4584343 

467 

1.0e-46 

147 

46 

(AC007127) 
thaliana] 



putative ubiquitin protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174268 

jC-atXLIB327422Pld06al 

BLASTX 

g2642429 

259 

2.0e-22 

75 

73 

(AC002391) putative poly (A) -binding protein [Arabidopsis 
thaliana] 

174269 

jC-atXLIB327422Pld08al 

BLASTN 

g3789706 

117 

6.0e-59 

221 
96 

Arabidopsis thaliana chromosome 1 BAC F15K9 sequence, 
complete sequence [Arabidopsis thaliana] 

174270 

jC-atXLIB327422Ple05al 

BLASTN 

g2462264 

35 

5.0e-10 

46 
93 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 



174271 

jC-atXLIB327422Ple05bl 



23955 



Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


61 


E value 


1.0e-25 


Match length 


65 


% identity 


98 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rit 




factor, RSp40 


Seq. No. 


174272 


Seq. ID 


jC-atXLIB327422Ple06bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


41 


E value 


9.0e-14 


Match length 


72 


% identity 


92 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rit 




factor, RSp40 


Seq. No. 


174273 


Seq. ID 


jC-atXLIB327422Plel0al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


37 


E value 


3. Oe-11 


Match length 


59 


% identity 


93 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


174274 


Seq. ID 


jC-atXLIB327422Plellal 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


54 


E value 


2.0e-21 


Match length 


66 


% identity 


95 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein 




gene, partial cds 


Seq. No. 


174275 


Seq. ID 


jC-atXLIB327422Plel2al 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


44 


E value 


2.0e-15 


Match length 


64 


% identity 


92 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein 




gene, partial cds 


Seq. No. 


174276 


Seq. ID 


jC-atXLIB327422Plel2bl 


Method 


BLASTN 


NCBI GI 


g3941523 


BLAST score 


36 



23956 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-10 

47 
96 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

174277 

jC-atXLIB327422Plfl0bl 

BLASTN 

g3608126 

37 

2.0e-ll 

53 
96 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174278 

jC-atXLIB327 4 22Plf Hal 

BLASTN 

g2462264 

50 

5.0e-19 

62 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
174279 

jC-atXLIB327422Plfl2bl 

BLASTX 

g913141 

144 

5.0e-13 

117 

38 

ARK3 product/receptor-like serine/threonine protein kinase 
ARK3 [Arabidopsis thaliana, Columbia, Peptide, 851 aa] 

174280 

jC-atXLIB327422Plg03al 

BLASTN 

g531828 

51 

1.0e-19 

66 
94 

Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174281 

jC-atXLIB327422Plg05al 

BLASTN 

g2290120 

33 

5.0e-09 

33 
100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 



23957 



gene, partial cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



for arginine/serine-rich splicing 



174282 

jC-atXLIB327422Plg05bl 
BLASTN 
g2582640 
41 

1.0e-13 

57 
93 

Arabidopsis thaliana mRNA 
factor, RSp40 

174283 

jC-atXLIB327 422Plg0 6bl 

BLASTN 

g2582640 

66 

2.0e-28 

81 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq.^ No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174284 

jC-atXLIB327422Plh02bl 

BLASTN 

g2582640 

56 

1.0e-22 

75 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174285 

jC-atXLIB327422Plh07bl 

BLASTN 

g2582640 

48 

8.0e-18 

71 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174286 

jC-atXLIB327422Plh08al 

BLASTN 

g2462264 

56 

1.0e-22 

56 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



174287 



23958 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327422P2a08a2 

BLASTN 

g3746057 

54 

9.0e-22 

126 
87 

Arabidopsis thaliana chromosome II BAC T16B12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174288 

jC-atXLIB327422P2a09b2 

BLASTX 

gl31398 

171 

5.0e-12 
74 

42 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb__T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174289 

jC-atXLIB327422P2al0a2 

BLASTX 

gl31398 

218 

1.0e-17 

53 
81 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gbJST64 965, gb_Z17592 and gb_N65338, gb_N37466 and gb__T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174290 

jC-atXLIB327422P2b01a2 

BLASTN 

g2462264 

35 

2.0e-10 

43 

95 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



174291 



23959 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327 4 22P2b05a2 

BLASTN 

g531828 

46 

7.0e-17 

50 
98 

Cloning vector pSportl, 



complete cds 



174292 

jC-atXLIB327422P2b07a2 

BLASTN 

g2702261 

70 

2.0e-31 

112 
92 

Arabidopsis thaliana chromosome II BAC T21L14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174293 

jC-atXLIB327422P2b07b2 

BLASTN 

g2702261 

82 

5.0e-38 

226 

87 

Arabidopsis thaliana chromosome II BAC T21L14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174294 

jC-atXLIB32 7422P2b!2b2 

BLASTN 

g2582640 

52 

2.0e-20 

56 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174295 

jC-atXLIB327422P2c02b2 

BLASTX 

g3309086 

71 

3.0e+00 

131 

29 

(AF076253) calcineurin B-like protein 3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



174296 

jC-atXLIB327422P2c04a2 

BLASTN 

g2462264 



23960 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

8.0e-18 

52 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174297 

jC-atXLIB327 4 22P2c05bl 

BLASTN 

g4467094 

109 

2.0e-54 

200 
91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174298 

jC-atXLIB327422P2cl0b2 

BLASTN 

g2582640 

63 

1.0e-26 

71 
97 

Arabidopsis thaliana mRNA 
factor, RSp4 0 



for arginine/serine-rich splicing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



174299 

jC-atXLIB3274 22P2d05a2 

BLASTX 

g4467121 

220 

1.0e-17 

65 
71 

(AL035538) putative protein [Arabidopsis thaliana] 
174300 

jC-atXLIB327422P2d09a2 

BLASTN 

g3075383 

267 

1.0e-148 

347 
96 

Arabidopsis thaliana chromosome II BAC T1D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174301 

jC-atXLIB327422P2dllb2 

BLASTN 

g2582640 

49 

1.0e-18 

61 
95 
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NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174302 

jC-atXLIB327 422P2e03bl 

BLASTN 

gl695718 

43 

8.0e-15 

80 
86 

Arabidopsis thaliana DNA for luminal binding protein, 
complete cds 

174303 

jC-atXLIB327422P2e04a2 

BLASTN 

g540252 

41 

1.0e-13 

45 

98 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
174304 

jC-atXLIB327422P2e04b2 

BLASTX 

gl203832 

133 

5.0e-34 

123 

60 

(U46003) beta-D-glucan exohydrolase, isoenzyme ExoII 

[Hordeum vulgare] >gi_15884 07_prf 2208395A beta-D-glucan 

exohydrolase [Hordeum vulgare] 

174305 

jC-atXLIB327422P2e05b2 

BLASTN 

g2582640 

60 

6.0e-25 

68 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174306 

jC-atXLIB327 422P2e07a2 

BLASTN 

g4559344 

94 

4.0e-45 

206 

89 

Arabidopsis thaliana chromosome II BAC F27C12 genomic 
sequence, complete sequence 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. i. , 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



174307 

jC-atXLIB327422P2e09a2 

BLASTN 

g2290120 

58 

1.0e-23 

58 

100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

174308 

jC-atXLIB327422P2f03b2 

BLASTN 

g2582640 

51 

2.0e-19 

59 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174309 

jC-atXLIB327422P2f06a2 

BLASTN 

g2245073 

103 

4.0e-51 

132 
93 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

174310 

jC-atXLIB327422P2f!0a2 

BLASTN 

g2462264 

49 

9.0e-19 

57 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
174311 

jC-atXLIB327422P2g03b2 

BLASTN 

g2582640 

52 

4.0e-20 

71 

94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174312 

jC-atXLIB327422P2g05bl 
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Method 


BLASTN 


NCBI GI 


g4220631 


BLAST score 


51 


E value 


2.0e-19 


Match length 


66 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 




K5J14, complete sequence [Arabidopsis thaliana] 


Seq. No* 


174313 


Seq. ID 


jC-atXLIB327422P2gl0a2 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


36 


E value 


1.0e-10 


Match length 


52 


% identity 


92 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


174314 


Seq. ID 


jC-atXLIB327422P2glla2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


45 


E value 


5.0e-16 


Match length 


53 


% identity 


96 


NCBI Description 


Cucumis sativus mRNA for patatin— like protein, partial 


Seq. No. 


174315 


Seq. ID 


jC-atXLIB327422P2gllb2 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


67 


E value 


4 .Oe-29 


Match length 


75 


% identity 


97 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich splicing 




factor, RSp40 


Seq. No. 


174316 


Seq. ID 


jC-atXLIB327422P2h03a2 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


40 


% identity 


97 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


174317 


Seq. ID 


jC-atXLIB327422P3a04a2 


Method 


BLASTN 


NCBI GI 


g4490717 


BLAST score 


144 
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E value 
Match length 
% identity 
NCBI Description 



4.0e-75 

323 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



Seq. No. 


174318 


Seq. ID 


jC-atXLIB327422P3a07a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


42 


E value 


3.0e-14 


Match length 


54 


% identity 


94 


NCBI Description 


Cucumis sativus mRNA for patat 


Seq. No. 


174319 


Seq. ID 


jC-atXLIB327422P3a07b2 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


58 


E value 


6.0e-24 


Match length 


62 


% identity 


98 


NCBI Description 


Arabidopsis thaliana mRNA for 




factor, RSp40 


Sea. No. 


174320 


Seq. ID 


jC-atXLIB3274 22P3al0b2 


Method 


BLASTN 


NCBI GI 


g3941523 


BLAST score 


51 


E value 


1.0e-19 


Match length 


51 


% identity 


100 


NCBI Description 


Arabidopsis thaliana putative 




mRNA, complete cds 


Seq. No. 


174321 


Seq. ID 


jC-atXLIB3274 22P3b03b2 


Method 


BLASTX 


NCBI GI 


g3150414 


BLAST score 


279 


E value 


3.0e-32 


Match length 


123 


% identity 


64 


NCBI Description 


(AC004165) AtRanBPlb protein I 


Seq. No. 


174322 


Seq. ID 


jC-atXLIB327422P3b06b2 


Method 


BLASTX 


NCBI GI 


g4249662 


BLAST score 


253 


E value 


1.0e-21 


Match length 


66 


% identity 


80 


NCBI Description 


(AF08 9810) Altered Response to 



(MYB92) 



[Arabidopsis 
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thaliana] 



Seq. No. 
. Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174323 

jC-atXLIB327422P3bl0b2 

BLASTN 

g3941523 

40 

5.0e-13 

52 
94 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174324 

jC-atXLIB327422P3bllb2 

BLASTN 

g2582640 

42 

2.0e-14 

62 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174325 

jC-atXLIB327422P3c03b2 

BLASTN 

g4589439 

95 

8.0e-46 

189 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQM1, complete sequence 

174326 

jC-atXLIB327422P3c04a2 

BLASTX 

gl402877 

343 

3.0e-32 

72 

92 

(X98130) unknown [Arabidopsis thaliana] 

>gi_14 95257_emb_CAA66117_ (X97485) orf03 [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174327 

jC-atXLIB327422P3c04b2 

BLASTX 

gl402877 

258 

3.0e-22 

91 

59 

(X98130) unknown [Arabidopsis thaliana] 

>gi_14 95257_emb_CAA66117_ (X97485) orf03 [Arabidopsis 
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thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PI clone: 



174328 

jC-atXLIB327422P3c05b2 

BLASTN 

g3510343 

186 

1.0e-100 

441 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJC20 , complete sequence [Arabidopsis thaliana] 

174329 

jC-atXLIB327422P3c08a2 

BLASTN 

g3641835 

60 

2.0e-25 



92 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174330 

jC-atXLIB327422P3c08b2 

BLASTN 

g3641835 

77 

4.0e-35 * 

125 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 

174331 

jC-atXLIB327422P3cllb2 

BLASTN 

g4115352 

53 

9.0e-21 

133 

86 

Arabidopsis thaliana chromosome II BAC T15J14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174332 

jC-atXLIB327422P3cl2b2 

BLASTX 

g435805 

174 

2.0e-12 

71 

41 

(S66176) 
elegans, 



UNC-18=vesicle transport protein [Caenorhabditis 
Peptide, 591 aa] [Caenorhabditis elegans] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174333 

jC-atXLIB327422P3d01b2 

BLASTN 

g4567300 

246 

1.0e-136 

391 
98 

Arabidopsis thaliana chromosome II PI MHK10 genomic 
sequence, complete sequence 

174334 

jC-atXLIB327422P3d02b2 

BLASTX 

g!710401 

152 

8.0e-10 

108 

36 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>gi_1044 912_emb_CAA63194_ (X92443) ribonucleotide reductase 
R2 [Nicotiana tabacum] 

174335 

jC-atXLIB327422P3d03bl 

BLASTN 

g3805839 

65 

6.0e-28 

154 
90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4B14 
(ESSAII project) 

174336 

jC-atXLIB327422P3d07a2 

BLASTN 

g3449315 

227 

1.0e-124 

356 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K23L20, complete sequence [Arabidopsis thaliana] 

174337 

jC-atXLIB327422P3e01b2 

BLASTX 

gl20667 

499 

2.0e-50 

116 
90 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622__pir JQ1287 glyceraIdehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi_l 66710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

174338 

jC-atXLIB327422P3e04b2 

BLASTN 

g2696018 

59 

2.0e-24 

259 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 

174339 

jC-atXLIB327422P3e05a2 

BLASTX 

g548490 

170 

5.0e-12 

49 

59 

POLYGALACTURONASE' PRECURSOR (PG) (PECTINASE) 

>gi_629596_pir S42549 polygalacturonase - rape >gi_304223 

(L19879) polygalacturonase [Brassica napus] 



Seq. No. 


174340 


Seq. ID 


jC-atXLIB327422P3e06a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


54 


E value 


9.0e-22 


Match length 


54 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for 


Seq. No. 


174341 


Seq. ID 


jC-atXLIB327422P3e07a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


57 


E value 


3.0e-23 


Match length 


57 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for 


Seq. No. 


174342 


Seq. ID 


jC-atXLIB32 7422P3e09a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


43 


E value 


7.0e-15 


Match length 


43 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for 
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Seq. No. 
Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174343 

jC-atXLIB327422P3e09b2 

BLASTN 

g2582640 

45 

5.0e-16 

57 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174344 

jC-atXLIB327422P3ellbl 

BLASTN 

g3281847 

62 

4.0e-26 

109 

89 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F28M20 



174345 

jC-atXLIB327422P3el2a2 

BLASTN 

g2760170 

169 

4.0e-90 

302 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MI024 f complete sequence [Arabidopsis thaliana] 



174346 

jC-atXLIB327422P3f01b2 

BLASTN 

g3449313 

105 

8.0e-52 

357 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K21P3, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 
Seq. ID 



174347 

jC-atXLIB327422P3f09bl 

BLASTN 

gl6172 

63 

1.0e-26 

79 
95 

A. thaliana mRNA for ascorbate peroxidase 
174348 

jC-atXLIB327422P3f lla2 
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Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


35 


Hi VuxUC 


3. Oe-10 


M3i~ph 1 pnath 

L 1CL L,\-*±± ±Ciiy Oil 


43 


% identitv 


95 


NCBI Descri.pt ion 


Cucumis sativus mRNA for patatin-like protein, partial 


Spa No 


174349 


Spa TD 


iC-atXLIB327422P3f llb2 


Method 


BLASTX 


NCBI GI 


g2586125 


RT.Z\ ST Qrnrp 


575 


Fl VP 1 IIP 


2 . Oe-59 


Ms'hah 1 pnrrf h 


124 


% i Hpni" it v 


91 


JLN J_J _L J_/ C O \ — ' J 1_ ^— ' l.XWii 


(U89512) b-keto acyl reductase [Arabidopsis thaliana] 


Spa No 


174350 


Seq. ID 


jC-atXLIB327422P3g03a2 


Mp1~ h od 


BLASTX 


NPRT GJ 


all68529 




206 


Hj val LLC 


4 . Oe-16 


Match length 


81 


% identity 


58 




SERINE/THREONINE-PROTEIN KINASE ASK1 >ai 541890 oir S3694 




probable serine /threonine— specif ic protein kinase (EC 




2.7.1.-) (clone ASK1) - Arabidopsis thaliana >gi 166882 




(M91548) serine/threonine kinase [Arabidopsis thaliana] 




>ai 1931648 (11959731 Ser/Thr kinase FArabidoosis thaliana] 


Spa No 


174351 


Spa TD 


n C-atXT.TB32 74?2P^a03b2 


Method 


BLASTN 


NCBI GI 


gl931636 


RT.AST qmrp 


74 


R v^ 1 np 


3 Oe-33 


Ma "I - r 1 In 1 p>ti rft~ Vi 


210 


§■ t Hpni - "i t" v 


88 




Arabi Hnnsi i"ha liana BAC T19D16 apnomir seauence 


Spa No 


174352 


Seq. ID 


-iC-atXLTB3?74??P3a06a2 


Method 


BLASTX 


NCBI GI 


g4704730 


RT.AST qrnrp 


252 


Hi v ex. _L uc; 


1 . 0e-21 


Ma f ph 1 pnrrth 

1 J Cl LLil J.C11U LU 


58 


O X UGll 1 L l _y 


93 


LNL-D± UebLliptlUIl 


lZlJJ J J pcIUAlIcUUAin Xtz2^± ciiJ lUupo _L o Lllai XCLi let J 


Seq. No. 


174353 


Seq. ID 


jC-atXLIB327422P3g07a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


40 
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# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-13 

40 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174354 

jC-atXLIB327422P3g08a2 

BLASTN 

g2290120 

55 

4.0e-22 

55 
100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

174355 

j C-atXLIB327 4 22P3g0 9b2 

BLASTX 

gl944518 

220 

1.0e-17 

43 

100 

(Y07822) Shaggy-like kinase tetha [Arabidopsis thaliana] 
>gi_3047105 (AF058919) protein kinase [Arabidopsis 
thaliana] 

174356 

j C-atXLIB327 4 22P3gl la2 

BLASTN 

g2924730 

219 

1.0e-120 

326 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MPI7, complete sequence [Arabidopsis thaliana] 

174357 

jC-atXLIB327422P3gllbl 

BLASTN 

g2924730 

49 

2.0e-18 

158 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MPI7, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



174358 

jC-atXLIB327422P3gllb2 

BLASTN 

g2924730 

333 

0.0e+00 
372 
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% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MPI7, complete sequence [Arabidopsis thaliana] 

174359 

jC-atXLIB327422P3h02a2 

BLAST N 

gl66657 

323 

0.0e+00 

373 

97 

Arabidopsis thaliana Ccrl mRNA, complete cds 
174360 

jC-atXLIB327422P3h03a2 

BLASTN 

g3065834 

159 

4.0e-84 

330 

88 

Arabidopsis thaliana putative methyltransf erase gene, 
complete cds 

174361 

jC-atXLIB327422P3h03b2 

BLASTN 

g3065834 

131 

2.0e-67 

351 

96 

Arabidopsis thaliana putative methyltransf erase gene, 
complete cds 

174362 

jC-atXLIB327422P3h06a2 

BLASTN 

g3036791 

100 

6.0e-49 

278 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone T19K4 
{ESSAII project) 

174363 

jC-atXLIB327422P3h0 9a2 

BLASTN 

g2618605 

59 

2.0e-24 

236 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUK11, complete sequence [Arabidopsis thaliana] 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174364 

jC-atXLIB327422P3hllb2 

BLASTN 

g3941523 

37 

2.0e-ll 

41 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174365 

jC-atXLIB327422P3hl2a2 

BLASTN 

g2462264 

34 

2.0e-09 

42 
95 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174366 

jC-atXLIB3274 22P4a05al 

BLASTN 

g531828 

49 

3.0e-18 

61 

95 

Cloning vector pSportl, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174367 

jC-atXLIB327422P4a06al 

BLASTN 

g2351064 

112 

1.0e-55 

240 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174368 

jC-atXLIB327422P4a09al 

BLASTN 

g2462264 

54 

2.0e-21 
54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



174369 

jC-atXLIB327422P4al0al 

BLASTN 

g2462264 



23974 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

3.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174370 

jC-atXLIB327 4 22P4al0bl 

BLASTX 

g3461821 

340 

7.0e-32 

93 
69 

(AC004138) putative nucleoside triphosphatase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



174371 

jC-atXLIB327422P4b03al 

BLASTN 

g3212846 

202 

1.0e-109 

262 
94 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174372 

jC-atXLIB327422P4b05al 

BLASTN 

g2462264 

58 

2.0e-23 

58 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174373 

jC-atXLIB327422P4b05bl 

BLASTN 

g3241922 

108 

8.0e-54 

116 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLM24, complete sequence [Arabidopsis thaliana] 

174374 

jC-atXLIB327422P4bllal 

BLASTX 

g2833380 

603 

2.0e-62 

119 

100 



23975 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 2 ( PHOSPHORIBOSYL 
PYROPHOSPHATE SYNTHETASE 2) (PRS II) 

>gi_2146772_pir S71262 ribose-phosphate pyrophosphokinase 

(EC 2.7.6.1) II - Arabidopsis thaliana (fragment) 
>gi_1064885_emb_CAA63552_ (X92974) phosphoribosyl 
pyrophosphate synthetase II [Arabidopsis thaliana] 

174375 

jC-atXLIB327422P4bl2al 

BLASTN 

g4662628 

300 

1.0e-168 

538 

91 

Arabidopsis thaliana chromosome II BAC F27O10 genomic 
sequence, complete sequence 

174376 

jC-atXLIB327 422P4c04al 

BLASTN 

g531828 

58 

2.0e-23 

62 
98 

Cloning vector pSportl, complete cds 
174377 

jC-atXLIB327422P4c04bl 

BLASTN 

g4581138 

209 

1.0e-114 

247 

97 

Arabidopsis thaliana chromosome II BAC F1011 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



174378 

jC-atXLIB327422P4c09al 

BLASTN 

g540252 

41 

2.0e-13 

41 

100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
174379 

jC-atXLIB327 422P4cl0al 

BLASTN 

g2462264 

33 

7.0e-09 

37 

97 



23976 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174380 

jC-atXLIB327422P4d03al 

BLASTN 

g3298610 

134 

3.0e-69 

222 
91 

Arabidopsis thaliana BAC T2H3 
174381 

jC-atXLIB327422P4d04al 

BLASTN 

g4678315 

63 

4.0e-27 

95 

92 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



T17F15 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174382 

jC-atXLIB327422P4d05al 

BLASTN 

g2656028 

252 

1.0e-139 

469 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNF13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174383 

jC-atXLIB327422P4dl0al 

BLASTX 

g3850044 

148 

4.0e-09 

76 

36 

(AJ006417) beta-tubulin cof actor D [Homo sapiens] 
174384 

jC-atXLIB327422P4dl2al 

BLASTN 

g2462264 

40 

9.0e-13 

44 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 



174385 

jC-atXLIB327 422P4dl2bl 
BLASTN 



23977 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2582640 
54 

2.0e-21 

66 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174386 

jC-atXLIB327422P4e01bl 

BLASTN 

gl495250 

34 

2.0e-09 

54 

91 

A. thaliana mRNA for heat-shock protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174387 

jC-atXLIB327 422P4e02al 

BLASTN 

g2462264 

47 

3.0e-17 

51 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174388 

jC-atXLIB327 422P4el2al 

BLASTX 

g2270994 

177 

1.0e-12 

99 

38 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174389 

jC-atXLIB327422P4f02al 

BLASTN 

g531828 

56 

2.0e-22 

64 

97 

Cloning vector pSportl, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174390 

jC-atXLIB3274 22P4f03al 

BLASTN 

g2462264 

48 

1.0e-17 

55 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



23978 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174391 

jC-atXLIB327422P4fl0al 

BLASTN 

g3093293 

96 

3.0e-46 

159 

95 

Arabidopsis thaliana mRNA for putative villin 
174392 

jC-atXLIB327422P4g05bl 

BLASTN 

g2582640 

59 

2.0e-24 

63 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



O c . IN LJ • 


174393 




Seq. ID 


jC-atXLIB327422P4g07al 




Method 


BLASTN 




MpRT (2J 
L\\^LJ A. \3 J_ 


g469109 




DT ACT 1 cp^Vd 


436 




TP tt a 1 na 

xli VdlUc 


0.0e+00 




Mr5i~ph "Ipnerth 

L -LCi L Oil 1. ^11\J L. 1 i 


475 




% identity 


98 




NCBI Description 


A. thaliana (Columbia) Dil9 mRNA 




Seq. No. 


174394 




Seq. ID 


jC-atXLIB327422P4h01al 




Method 


BLASTN 




NCBI GI 


g2584827 




BLAST score 


263 




E value 


1.0e-146 




Match length 


479 




% identity 


99 




NCBI Description 


Arabidopsis thaliana chromosome 1 BAC 


F12F1 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


174395 




Seq. ID 


jC-atXLIB327422P4h04al 




Method 


BLASTN 




NCBI GI 


g2462264 




BLAST score 


48 




E value 


8.0e-18 




Match length 


52 




% identity 


98 




NCBI Description 


Cucumis sativus mRNA for patatin-like 


protei 


Seq. No. 


174396 




Seq. ID 


jC-atXLIB327 422P4h!0al 




Method 


BLASTN 




NCBI GI 


g2462264 





23979 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

3.0e-17 

47 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
174397 

jC-atXLIB327423Pla05bl 

BLASTN 

g2582640 

53 

8.0e-21 

61 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174398 

jC-atXLIB327 423Plallal 

BLASTN 

g2462264 

43 

1.0e-14 

47 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
174399 

jC-atXLIB327423Plallbl 

BLASTN 

g2582640 

52 

4.0e-20 

56 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174400 

jC-atXLIB327423Plb06al 

BLASTN 

g2462264 

50 

6.0e-19 

54 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174401 

jC-atXLIB3274 23Plb06bl 

BLASTX 

g3608155 

182 

5.0e-13 

216 

35 

(AC005314) putative RNA helicase [Arabidopsis thaliana] 



23980 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174402 

jC-atXLIB327423Plc03al 

BLASTN 

g2462264 

49 

2.0e-18 

57 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
174403 

jC-atXLIB327423Plc03bl 

BLASTN 

g2582640 

43 

5.0e-15 

55 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



174404 

jC-atXLIB327423Plc06al 

BLASTN 

g2462264 

41 

2.0e-13 

45 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
174405 

jC-atXLIB327423Plc08al 

BLASTN 

g2462264 

54 

4.0e-21 

58 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174406 

jC-atXLIB327423Pld05bl 

BLASTN 

g4539331 

61 

3.0e-25 

133 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22I13 
(ESSA project) 

174407 

jC-atXLIB327423Ple05al 

BLASTN 

g2462264 



23981 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

2.0e-16 

54 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174408 

jC-atXLIB327423Ple05bl 

BLASTN 

g2331045 

46 

2.0e-16 

54 

96 

Sambucus nigra ribosome inactivating protein precursor 
mRNA, complete cds 



Seq. No. 


174409 


Seq. ID 


jC-atXLIB327423Plel2al 


Method 


BLASTN 


NCBI GI 


g2058275 


BLAST score 


83 


E value 


1.0e-38 


Match length 


239 


% identity 


85 


NCBI Description 


A.thaliana atran2 gene 


Seq. No. 


174410 


Seq. ID 


jC-atXLIB327 423Plel2bl 


Method 


BLASTN 


NCBI GI 


g398603 


BLAST score 


151 


E value 


5.0e-79 


Match length 


311 


% identity 


88 


NCBI Description 


A.thaliana ATAF1 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174411 

jC-atXLIB327423Plf04al 

BLASTN 

g2462264 

59 

3.0e-24 

59 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174412 

jC-atXLIB327423Plf04bl 

BLASTN 

g3063690 

61 

2.0e-25 

217 

82 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
(ESSAII project) 



23982 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174413 

jC-atXLIB327423Plf05bl 

BLASTX 

g3080424 

461 

5.0e-84 

168 
98 

(AL022604) NAD+ dependent isocitrate dehydrogenase subunit 
1 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174414 

jC-atXLIB327423Plf06bl 

BLASTN 

g531832 

41 

2.0e-13 
41 

100 

Cloning vector pSport2, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174415 

jC-atXLIB327423Plf09bl 

BLASTN 

g2582640 

41 

2.0e-13 

66 
91 

Arabidopsis thaliana mRNA 
factor, RSp4 0 



for arginine/serine-rich splicing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174416 

jC-atXLIB327423Plg05al 

BLASTN 

g2462264 

48 

9.0e-18 

56 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174417 

jC-atXLIB327423Plg06al 

BLASTN 

g2226430 

47 

5.0e-17 

47 

100 

Mus saxicola haptoglobin mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



174418 

jC-atXLIB327423Plgl0al 

BLASTN 

g2462264 



23983 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



45 

1.0e-15 

45 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
174419 

jC-atXLIB327423Plh05al 

BLASTX 

gl729444 

275 

4.0e-24 

107 

61 

(X99279) AKinll [Arabidopsis thaliana] 
174420 

jC-atXLIB327423Plh06al 

BLASTX 

g267083 

502 

1.0e-50 

126 
81 

TUBULIN BETA- 9 CHAIN >gi_320190_pir JQ1593 tubulin beta-9 

chain - Arabidopsis thaliana >gi_166910 (M84706) beta-9 
tubulin [Arabidopsis thaliana] 

174421 

jC-atXLIB327423Plh09al 

BLASTN 

g2462264 

39 

2.0e-12 

47 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
174422 

jC-atXLIB327423P2a03al 

BLASTX 

g3334223 

218 

2.0e-17 

117 

47 

4 -HYDROXYPHENYLPYRUVATE DIOXYGENASE ( 4HPPD) (HPD) 
>gi_2145039 (AF000228) p-hydroxyphenylpyruvate dioxygenase 
[Arabidopsis thaliana] >gi_2392518 (U89267) 
p-hydroxyphenylpyruvate dioxygenase [Arabidopsis thaliana] 
>gi_3098559__gb_AAC15697.1__ (AF047834) 

4-hydroxyphenylpyruvate dioxygenase [Arabidopsis thaliana] 
174423 

jC-atXLIB327423P2a03bl 

BLASTN 

g2392517 



23984 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



40 

3.0e-13 

124 

85 

Arabidopsis thaliana p-hydroxyphenylpyruvate dioxygenase 
(HPD) mRNA, complete cds 

174424 

jC-atXLIB327423P2a07al 

BLASTN 

g4063735 

218 

1.0e-119 

306 
94 

Arabidopsis thaliana BAC F18G18 from chromosome V near 60.5 
cM, complete sequence [Arabidopsis thaliana] 

174425 

jC-atXLIB327423P2a08al 

BLASTN 

g4191771 

73 

3.0e-33 

119 

92 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174426 

jC-atXLIB327423P2a08bl 

BLASTN 

g4191771 

52 

3.0e-20 

189 
89 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174427 

jC-atXLIB327 423P2al0al 

BLASTN 

g4432829 

49 

2.0e-18 

97 
88 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174428 

jC-atXLIB32742 3P2b08al 

BLASTX 

g!20667 

206 

4 .0e-16 



23985 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



108 
44 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_81622_pir JQ1287 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - Arabidopsis 
'thaliana >gi_166706 (M64116) cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi__166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

174429 

jC-atXLIB327 423P2c01bl 

BLASTN 

g2828184 

46 

7.0e-17 

66 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSN9, complete sequence [Arabidopsis thaliana] 

174430 

jC-atXLIB327423P2c02bl 

BLASTX 

g2342689 

290 

5.0e-26 

87 
76 

(AC000106) Similar to Beta integral membrane protein 
(gb_U43629) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174431 

jC-atXLIB327 423P2c06al 

BLASTX 

g2499706 

286 

2.0e-25 

58 
93 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 
>gi_1297302 (U36381) phospholipase D [Arabidopsis thaliana] 

174432 

jC-atXLIB327423P2d03bl 

BLASTX 

g4262250 

252 

1.0e-21 

113 
74 

(AC006200) putative aldolase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



174433 

jC-atXLIB3274 23P2d0 6al 
BLASTN 



23986 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



g4544405 
57 

1.0e-23 

105 

90 

Arabidopsis thaliana chromosome II BAC F28I8 genomic 
sequence, complete sequence 

174434 

jC-atXLIB327423P2dl0bl 

BLASTN 

g4106527 

57 

3.0e-23 

96 

47 

Mus musculus Pontin52 mRNA, complete cds 
174435 

jC-atXLIB327423P2dllbl 

BLASTX 

gl31398 

136 

5.0e-15 

93 
59 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi 72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >giJL6447_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb T41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174436 

jC-atXLIB327423P2e04al 

BLASTN 

g4544435 

39 

7.0e-13 

69 
92 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 

174437 

jC-atXLIB327423P2e07al 

BLASTN 

g3941523 

32 

1.0e-08 

52 
90 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



23987 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174438 

jC-atXLIB327423P2el0al 

BLASTN 

g3551051 

38 

4.0e-12 

107 
83 

Arabidopsis thaliana mRNA for GF14 mu, complete cds 



174439 

jC-atXLIB327423P2el0bl 

BLASTX 

g3023216 

58 

1.0e-10 

85 
54 

14-3-3-LIKE PROTEIN GF14 
[Arabidopsis thaliana] 



MU >gi_1531629 (U60444) GF14 mu 



174440 

jC-atXLIB327423P2f02al 

BLASTN 

gl66583 

83 

7.0e-39 

142 

93 

A. thaliana alcohol dehydrogenase gene, complete cds 
174441 

jC-atXLIB327423P2f02bl 

BLASTN 

g3176694 

100 

8.0e-49 

177 

93 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174442 

jC-atXLIB327423P2f03al 

BLASTN 

g4678705 

239 

1.0e-132 

379 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
(ESSA project) 



Seq. No. 
Seq. ID 

Method 



174443 

jC-atXLIB327 423P2f03bl 
BLASTX 



23988 



II 



NCBI GI 

BLAST score 

E. value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match le'ngth 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4567246 
406 

1.0e-39 

90 
86 

(AC007070) unknown protein [Arabidopsis thaliana] 
174444 

jC-atXLIB327423P2f04bl 

BLASTN 

g2894591 

118 

1.0e-59 

300 

82 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K21 
(ESSAII project) 

174445 

jC-atXLIB327423P2f07al 

BLASTN 

g3687221 

56 

8.0e-23 

100 

89 

Arabidopsis thaliana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174446 

jC-atXLIB327423P2fl0al 

BLASTN 

g2618599 

68 

9.0e-30 

194 

87 

Arabidopsis thaliana genomic DNA, chromosome 5 r PI clone 
MBD2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



174447 

jC-atXLIB327 423P2fl0bl 

BLASTN 

g992961 

57 

3.0e-23 

339 
79 

A. thaliana (GIF1) mRNA for thioredoxin 
174448 

jC-atXLIB327423P2g05al 

BLASTN 

g4249393 

313 

1.0e-176 

380 



23989 



% identity 96 

NCBI Description Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 174449 

Seq. ID jC-atXLIB327423P2g09al 

Method BLASTN 

NCBI GI g2341023 

BLAST score 37 

E value 2.0e-ll 

Match length 78 

% identity 8 8 

NCBI Description Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

Seq. No. 174450 

Seq. ID jC-atXLIB327423P2h01bl 

Method BLASTX 

NCBI GI gl345660 

BLAST score 85 

E value 6.0e-12 

Match length 93 

% identity 52 

NCBI Description CALMODULIN >gi__505152_emb_CAA43142_ (X60737) Calmodulin 
[Malus domestical 

Seq. No. 174451 

Seq. ID jC-atXLIB327423P2h04bl 

Method BLASTN 

NCBI GI g4115370 

BLAST score 164 

E value 5.0e-87 

Match length 28 6 

% identity 71 

NCBI Description Arabidopsis thaliana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 174452 

Seq. ID jC-atXLIB327423P2h05al 

Method BLASTN 

NCBI GI g3859658 

BLAST score 44 

E value 2.0e-15 

Match length 252 

% identity 82 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 

Seq. No. 174453 

Seq. ID jC-atXLIB327423P2h05bl 

Method BLASTN 

NCBI GI g3859658 

BLAST score 52 

E value 2.0e-20 

Match length 73 

% identity 99 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 



23990 



{ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174454 

jC-atXLIB327423P3a03al 

BLASTN 

g2104523 

216 

1.0e-118 

339 

91 

Arabidopsis thaliana BAC T10M13 from chromosome IV, from 
10.8 cM to 11.6 cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174455 

jC-atXLIB327 423P3a03bl 

BLASTN 

g2154716 

136 

3.0e-70 

288 
96 

A. thaliana mRNA for Kap alpha protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174456 

jC-atXLIB327423P3a04al 

BLASTN 

g3242700- 

333 

0.0e+00 

429 

99 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174457 

jC-atXLIB327423P3a06al 

BLASTN 

g4159712 

63 

8.0e-27 

127 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MWI23, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174458 

jC-atXLIB327423P3a07al 

BLASTN 

g2760168 

38 

7.0e-12 

70 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MEE6, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 



174459 



23991 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327423P3a07bl 

BLASTN 

g2760168 

45 

5.0e-16 

77 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MEE6, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174460 

jC-atXLIB327423P3a09al 

BLASTX 

g2191130 

240 

4.0e-20 

64 

70 

(AF007269) A IG002N01.7 



gene product [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174461 

jC-atXLIB327423P3al2bl 

BLASTN 

g3800746 

47 

3.0e-17 

51 
98 

Cuphea pulcherrima 3-ketoacyl-ACP synthase 
complete cds 



(Kas4) mRNA, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174462 

jC-atXLIB327 423P3b01al 

BLASTN 

g2160155 

87 

4.0e-41 

-222 
89 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174463 

jC-atXLIB327423P3b01bl 

BLASTX 

g2160191 

203 

8.0e-23 

138 
54 

(AC000132) Identical to A. 
[Arabidopsis thaliana] 



thaliana AtK-1 (gb_X7 927 9) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



174464 

jC-atXLIB327 423P3b02al 

BLASTX 

g2739369 



23992 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



391 

7 .Oe-38 

93 
78 

(AC002505) putative pectinesterase [Arabidopsis thaliana] 
174465 

jC-atXLIB327423P3b04al 

BLASTN 

g2462264 

39 

2.0e-12 

39 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



174466 

jC-atXLIB327423P3b05bl 

BLASTX 

gl732411 

293 

2.0e-26 

119 

48 

(U47924) isopeptidase T 



[Homo sapiens] 



174467 

jC-atXLIB327423P3b07bl 

BLASTN 

g3128138 

95 

7.0e-46 

297 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFO20, complete sequence [Arabidopsis thaliana] 

174468 

jC-atXLIB327423P3b09al 

BLASTX 

g3851636 

370 

2.0e-35 

89 

80 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174469 

jC-atXLIB327423P3c02al 

BLASTN 

g2462264 

35 

5.0e-10 

47 

94 

Cucumis sativus mRNA for patatin-like protein, partial 



23993 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174470 

jC-atXLIB327423P3c03al 

BLASTN 

g2564046 

88 

1.0e-41 

388 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MGI19, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



174471 

jC-atXLIB327423P3c03bl 

BLASTN 

g3800746 

36 

1.0e-10 

44 

95 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 

174472 

jC-atXLIB327423P3c04al 

BLASTN 

g3236479 

36 

1.0e-10 

64 
89 

Arabidopsis thaliana BAC F9H3, from chromosome IV near 18, 
cM, complete sequence 

174473 

jC-atXLIB327423P3c04bl 

BLASTN 

g3236479 

91 

2.0e-43 

278 

94 

Arabidopsis thaliana BAC F9H3, from chromosome IV near 18 
cM, complete sequence 

174474 

jC-atXLIB327423P3c07al 

BLASTN 

g2462264 

35 

5.0e-10 

39 
97 

Cucumis sativus mRNA for patatin-like protein, partxal 
174475 

jC-atXLIB327423P3c09al 



23994 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g3426062 

556 

4.0e-57 

118 
95 

(A JO 07587) monooxygena s e 



[Arabidopsis thaliana] 



174476 

jC-atXLIB327423P3cl2al 

BLASTX 

g2642157 

240 

4.0e-20 

62 
69 

(AC003000) ankyrin-like protein [Arabidopsis thaliana] 
174477 

jC-atXLIB327423P3d01al 

BLASTN 

gl777311 

191 

1.0e-103 

362 

93 

Arabidopsis thaliana mRNA for novel serine/threonine 
protein kinase, complete cds 



174478 

jC-atXLIB327423P3d03al 

BLASTN 

g4455321 

85 

3.0e-40 

117 

95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F4I10 



174479 

jC-atXLIB327 4 23P3d03bl 

BLASTN 

g4455321 

58 

9.0e-24 

147 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 

174480 

jC-atXLIB327423P3d06bl 

BLASTN 

g2331045 

41 

1.0e-13 



F4I10 



23995 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



53 
66 

Sambucus nigra ribosome inactivating protein precursor 
mRNA, complete cds 

174481 

jC-atXLIB327423P3e01al 

BLASTN 

g4558521 

244 

1.0e-135 

415 

67 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

174482 

jC-atXLIB327423P3e03al 

BLASTX 

g3157937 

341 

6.0e-32 

67 

96 

(AC002131) Identical to aspartic proteinase cDNA gb_U51036 
from A. thaliana. ESTs gb_N96313, gb_T21893, gb_R30158, 
gb_T21482, gb_T43650, gb_R64749, gb_R65157, gb_T88269, 
gb_T44552, gb_T22542, gbJT76533, gb_T44350, gb_Z34591, 
gb_AA7287 34, gb 

174483 

jC-atXLIB327423P3e03bl 

BLASTX 

gl354272 

199 

3.0e-15 

66 
67 

(U51036) aspartic proteinase [Arabidopsis thaliana] 
174484 

jC-atXLIB327423P3e04bl 

BLASTN 

g3800746 

45 

6.0e-16 

49 

98 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 

174485 

jC-atXLIB327423P3e05bl 

BLASTX 

g430947 

255 

7.0e-22 



23996 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



106 
54 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 

174486 

jC-atXLIB327423P3e06bl 

BLASTN 

gl6446 

86 

2.0e-40 

118 

93 

A. thaliana gene for photosystem II 10 kDa polypeptide 
174487 

jC-atXLIB327 423P3e07bl 

BLASTN 

g2337888 

81 

2.0e-37 

105 

96 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

174488 

jC-atXLIB327423P3f01al 

BLASTX 

g4587563 

431 

2.0e-42 

94 
89 

(AC006550) Similar to gb_U51990 pre-mRNA- splicing factor 
hPrpl8 from Homo sapiens. ESTs gb_T4 6391 and gb_AA721815 
come from this gene. [Arabidopsis thaliana] 

174489 

jC-atXLIB327423P3f01bl 

BLASTN 

g4580745 

85 

7.0e-40 

188 

94 

Arabidopsis thaliana chromosome 1 BAC F10O3 sequence, 
complete sequence 

174490 

jC-atXLIB327423P3f03al 

BLASTX 

g553038 

243 

1.0e-40 

90 
98 



23997 



€1 



NCBI Description (M58464) beta-1, 3-glucanase [Arabiciopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174491 

jC-atXLIB327423P3f04bl 

BLASTN 

g2088638 

51 

1.0e-19 

51 
100 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174492 

jC-atXLIB327423P3f05bl 

BLASTN 

g2582640 

33 

6.0e-09 

44 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174493 

jC-atXLIB327 423P3f06al 

BLASTN 

g!6472 

233 

1.0e-128 

308 
94 

A. thaliana rRNA repeat unit, most frequent IGR type 
174494 

jC-atXLIB327423P3f06bl 

BLASTN 

g2795802 

67 

5.0e-29 

109 

97 

Arabidopsis thaliana chromosome II BAC F17A14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174495 

jC-atXLIB327423P3f08al 

BLASTN 

g4699904 

153 

2.0e-80 

381 
97 

Genomic sequence for Arabidopsis thaliana BAC F1E22, 
complete sequence 



Seq. No. 



174496 



23998 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327423P3fl0al 

BLASTX 

gl31398 

417 

7.0e-41 

91 
87 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_164 47__emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858 7 gb_T88021 7 gb__R37531 7 gb_T04679, gb_N37520 7 
gb_N64965 7 gb_Z17592 and gb_N65338 7 gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174497 

jC-atXLIB327423P3fllal 

BLASTN 

gl6473 

191 

1.0e-103 
411 

15 

Arabidopsis thaliana 25S-18S ribosomal DNA spacer 
174498 

jC-atXLIB327 423P3g03bl 

BLASTX 

g4220450 

91 

1.2e-02 

78 

13 

(AC006216) Identical to gb_D85194 mRNA which is similar to 
gb_AF054 906 myrosinase-binding protein homolog from 
Arabidopsis thaliana. ESTs gb__Z34045 and gb_Z34877 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



174499 

jC-atXLIB327423P3g04bl 

BLASTN 

g2582640 

36 

1.0e-10 

44 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174500 

jC-atXLIB327 423P3g0 6al 

BLASTN 

g2337888 

34 

2.0e-09 



23999 



Match length 54 
% identity 91 

NCBI Description Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174501 

jC-atXLIB327 423P3g07al 

BLASTN 

gl931636 

242 

1.0e-133 

310 
87 

Arabidopsis thaliana BAC T19D16 genomic sequence 
174502 

jC-atXLIB327423P3g07bl 

BLASTN 

gl931636 

79 

3.0e-36 

111 

93 

Arabidopsis thaliana BAC T19D16 genomic sequence 
174503 

jC-atXLIB327423P3g08bl 

BLASTN 

g2618602 

79 

3.0e-36 

198 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 

174504 

jC-atXLIB327423P3g09al 

BLASTN 

g2351062 

187 

1.0e-101 

416 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174505 

jC-atXLIB327423P3h02al 

BLASTX 

g2055273 

389 

1.0e-37 

86 

88 

(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 



24000 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



174506 

jC-atXLIB327423P3h03bl 

BLASTN " 

g4585952 

61 

1.0e-25 

125 

98 

Genomic sequence for Arabidopsis thaliana BAC F26F24, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174507 

jC-atXLIB327423P3h05bl 

BLASTX 

g2062155 

435 

6.0e-54 

145 

73 

(AC001645) mitochondrial processing peptidase alpha subunit 
precusor isolog [Arabidopsis thaliana] 



O fc: ^ • IN W . 


174508 


Q&n TV) 


j C-atXLIB3274 23P3h06al 


Method 


BLASTN 


NCBI GI 


g4519194 




297 


TP TT — < 1 11A 

Hj ValUc 




TV/I -3 4- f-i V-i 1 >-\ -j— V>t 

ixiatcn xtriiyL.ii 


O t- *i 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MHM17 , complete sequence 


Seq. No. 


174509 


Seq. ID 


jC-atXLIB327423P3h07al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


33 


E value 


7.0e-09 


Match length 


45 


% identity 


93 


NCBI Description 


Cucumis sativus mRNA for patatin-1 


Seq. No. 


174510 


Seq. ID 


jC-atXLIB327423P3hl0al 


Method 


BLASTN 


NCBI GI 


g2264304 


BLAST score 


123 


E value 


1.0e-62 


Match length 


337 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, 




MBG8 , complete sequence [Arabidops 


Seq. No. 


174511 


Seq. ID 


jC-atXLIB327 423P4a03bl 


Method 


BLASTN 



chromosome 5, PI clone: 



chromosome 5, PI clone: 



24001 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3063690 
94 

3.0e-45 

133 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F4D11 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174512 

jC-atXLIB3274 23P4a09al 

BLASTN 

g4512656 

128 

1.0e-65 

297 
91 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 

174513 

jC-atXLIB327423P4b06bl 

BLASTN 

g2582640 

40 

5.0e-13 

47 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174514 

jC-atXLIB327423P4b07al 

BLASTN 

g2341023 

104 

3.0e-51 

222 

93 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

174515 

jC-atXLIB327423P4b07bl 

BLASTX 

g730324 

129 

3.0e-41 

154 

64 

DEOXYRIBODIPYRIMIDINE PHOTOLYASE (DNA PHOTOLYASE) 

(PHOTOREACTIVATING ENZYME) >gi_1084 356_pir S48120 

deoxyribodipyrimidine photo-lyase (EC 4.1.99.3) - white 
mustard >gi_4 14 196_emb_CAA50898_ (X72019) photolyase 
[Sinapis alba] 



Seq. No. 
Seq. ID 



174516 

jC-atXLIB327423P4b09al 



24002 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



BLASTN 

g4733953 

187 

1.0e-100 

327 

91 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

174517 

jC-atXLIB327423P4c02bl 

BLASTN 

g3941523 

44 

2.0e-15 

48 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

174518 

jC-atXLIB327 423P4c03bl 

BLASTN 

g541564 

75 

6.0e-34 

136 
91 

Arabidopsis thaliana PSI type II chlorophyll a/b-binding 
protein (Lhca2*l) mRNA, complete cds 

174519 

jC-atXLIB327423P4c09al 

BLASTN 

g3420042 

51 

9.0e-20 

126 

85 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174520 

jC-atXLIB327423P4cl0bl 

BLASTX 

g3702323 

517 

6.0e-62 
141 

82 

(AC005397) unknown protein [Arabidopsis thaliana] 
174521 

jC-atXLIB327423P4cl2bl 

BLASTN 

g4757678 

149 



24003 



E value 


4.0e-78 


Match length 


410 


% identity 


98 


NCBI Description 


Arabidopsis thaliana chromosome I BAC F9H16 genomic 




sequence, complete sequence 


Seq. No, 


174522 


Seq. ID 


jC-atXLIB327423P4d01bl 


Method 


BLASTN 




rr^747 1 1 f) 


BLAST score 


67 


E value 


4.0e-29 


Match length 


115 


% identity 


90 


NCBI Description 


Arabidopsis thaliana MTN3 homolog (MTN3) mRNA, complete cds 


Seq. No. 


174523 


Seq. ID 


jC-atXLIB327423P4d02al 


Method 


BLASTN 


NCBI GI 


g4519187 


J_J ±J±xkJ ± O <w \J -L. \5 


91 


E value 


2.0e-43 


Match length 


138 


% identity 


95 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 




K1G2, complete sequence 


Seq. No. 


174524 


Seq. ID 


jC-atXLIB3274 23P4d03bl 


Method 


BLASTN 


IN O ± ul 




BLAST score 


85 


E value 


7.0e-40 


Match length 


100 


% identity 


96 


NCBI Description 


Arabidopsis thaliana cabl gene, 5 ! end 


Seq. No. 


174525 


Seq. ID 


jC-atXLIB327423P4d04bl 


Method 


BLASTX 


NCBI GI 


gll72872 


BLAST score 


240 


E value 


2.0e-26 


Match length 


95 


% identity 


69 


uescripnon 


LibliijlNhj FKUiliiiNAbiii RDiyA PRECURSOR >gi 541ooo pir JN0718 




drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 




precursor - Arabidopsis thaliana >gi 435618 dbj BAA02373 




(D13042) thiol protease [Arabidopsis thaliana] 




>gi_4539328_emb__CAB38829.1_ (AL035679) drought-inducible 




cysteine proteinase RD19A precursor [Arabidopsis thaliana] 


Seq. No. 


174526 


Seq. ID 


jC-atXLIB327423P4d06bl 


Method 


BLASTN 


NCBI GI 


g4106527 


BLAST score 


54 



24004 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Kas4) mRNA, 



2.0e-21 
99 
60 

Mus musculus Pontin52 mRNA, complete cds 
174527 

jC-atXLIB327423P4dl0bl 
BLASTN 
g3800746 
48 

7.0e-18 
48 
100 

Cuphea pulcherrima 3-ketoacyl-ACP synthase 
complete cds 

174528 

jC-atXLIB327423P4dllal 

BLASTX 

gl31398 

272 

7.0e-24 

83 

64 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >giJL64 47_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gb_T41858, gb_T88021 / gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gbJM5400 
come from this gene. [Arabidopsis 

174529 

jC-atXLIB327423P4dl2bl 

BLASTN 

g4106527 

41 

1.0e-13 

57 
40 

Mus musculus Pontin52 mRNA, complete cds 
174530 

jC-atXLIB327423P4e02bl 

BLASTN 

g3941523 

44 

2.0e-15 

48 

98 . 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 
Seq. ID 



174531 

jC-atXLIB327423P4e03bl 



24005 



Method 

NCBI GI 

BLAST - score 

E-- value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2338711 

34 

2.0e-09 

69 

90 

Arabidopsis thaliana metallothionein-like protein (MT3) 
gene, complete cds 

174532 

jC-atXLIB327423P4e05al 

BLASTN 

g289207 

64 

2.0e-27 

112 

92 

Arabidopsis thaliana nuclear-encoded chloroplast DNA repair 
protein (homologue of E.coli recA) gene, complete cds 

174533 

jC-atXLIB327423P4e05bl 

BLASTN 

gl6446 

44 

2.0e-15 

120 

84 

A. thaliana gene for photosystem II 10 kDa polypeptide 
174534 

jC-atXLIB327423P4e09al 

BLASTN 

g4678258 

35 

5.0e-10 

47 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I7 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174535 

jC-atXLIB327423P4e09bl 

BLASTX 

g4455242 

315 

2.0e-30 

141 

54 

(AL035523) 
thaliana] 



geranylgeranylated protein ATGP4 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



174536 

jC-atXLIB327423P4el2al 

BLASTX 

gll75010 

154 



24006 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



5.0e-10 

38 
71 

PLASMA MEMBRANE INTRINSIC PROTEIN 1A >gi_62954 0_pir S4 4082 

plasma membrane intrinsic protein la - Arabidopsis thaliana 
>gi_472873_emb_CAA53475_ (X75881) plasma membrane intrinsic 
protein la [Arabidopsis thaliana] 

174537 

jC-atXLIB327423P4f01al 

BLASTN 

g887938 

88 

1.0e-41 

180 
93 

Arabidopsis thaliana clone YAP317 GAST1 protein homolog 
mRNA, complete cds 

174538 

jC-atXLIB327423P4f01bl 

BLASTX 

gll69839 

209 

2.0e-16 

48 
77 

GIBBERELLIN-REGULATED PROTEIN 1 PRECURSOR 

>gi_2129588_pir S71441 GAST1 protein homolog (clone GASA1) 

- Arabidopsis thaliana >gi_887939 (U11766) GAST1 protein 
homolog [Arabidopsis thaliana] 

174539 

jC-atXLIB327423P4f03bl 

BLASTN 

g4106527 

42 

3.0e-14 

81 
55 

Mus musculus Pontin52 mRNA, complete cds 
174540 

jC-atXLIB327423P4f04bl 

BLASTN 

g3941523 

40 

5.0e-13 

44 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

174541 

jC-atXLIB327423P4f09al 

BLASTN 

g3128137 



24007 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



147 

7 .Oe-77 

297 
89 

Arafoidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9I9, complete sequence [Arabidopsis thaliana] 

174542 

jC-atXLIB327423P4fl0bl 

BLASTX 

g4572665 

408 

8.0e-40 

131 

24 

(AC006954) unknown protein [Arabidopsis thaliana] 
174543 

jC-atXLIB327423P4g01al 

BLASTN 

g3600062 

101 

2.0e-49 

314 

92 

Arabidopsis thaliana BAC T25C13 
174544 

jC-atXLIB327423P4g04al 

BLASTN 

g3449320 

35 

4.0e-10 

63 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRB17 , complete sequence [Arabidopsis thaliana] 

174545 

jC-atXLIB327423P4g04bl 

BLASTN 

g3449320 

94 

3.0e-45 

122 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRB17, complete sequence [Arabidopsis thaliana] 

174546 

jC-atXLIB327423P4g05al 

BLASTN 

g4757404 

61 

2.0e-25 

97 

91 



24008 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLJ15, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174547 

jC-atXLIB327423P4g05bl 

BLASTX 

g2506443 

296 

1.0e-26 

148 
49 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLOROPLAST >gi_2117520_pir JQ1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi__166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb_CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 

174548 

jC-atXLIB327423P4g06bl 

BLASTN 

g2582640 

33 

7.0e-09 

45 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174549 

jC-atXLIB327423P4gl0al 

BLASTX 

gl32166 

207 

3.0e-16 

82 
55 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_81660_pir S04048 

ribulose-bisphosphate carboxylase activase precursor - 
Arabidopsis thaliana >gi_16471_emb_CAA32429_ (X14212) 
rubisco activase (AA 1 - 473) [Arabidopsis thaliana] 

174550 

jC-atXLIB327423P4gllal 

BLASTN 

g2462264 

36 

1.0e-10 

40 

97 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



174551 



24009 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327423P4h02al 

BLASTN 

g3297806 

103 

1.0e-50 

269 
90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17I5 
(ESSA project) 

174552 

jC-atXLIB327423P4h03al 

BLASTN 

gl491614 

66 

2.0e-28 

86 
94 

A. thaliana mRNA for male sterility 2-like protein 
174553 

jC-atXLIB327423P4h03bl 

BLASTX 

gl491615 

244 

9.0e-24 

104 

68 

(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174554 

jC-atXLIB327423P4h05al 

BLASTN 

g2935343 

131 

3.0e-67 

372 

91 

Arabidopsis thaliana anion channel protein (CLC-a) mRNA 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174555 

jC-atXLIB327423P4h05bl 

BLASTX 

gl619956 

223 

4.0e-18 

105 
55 

(U72151) voltage-gated chloride channel 
thaliana] 



[Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



174556 

jC-atXLIB327423P4h09al 

BLASTN 

g2708736 



24010 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



33 

8.0e-09 

159 

88 

Arabidopsis thaliana BAC T13L16 from chromosome II, near 33 
cM, complete sequence [Arabidopsis thaliana] 

174557 

jC-atXLIB327423P4hllal 

BLASTN 

g3702731 

46 

1.0e-16 

98 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFC19, complete sequence [Arabidopsis thaliana] 

174558 

jC-atXLIB327423P4hl2al 

BLASTN 

g2618602 

78 

1.0e-35 

258 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 

174559 

jC-atXLIB327424Pla02al 

BLASTN 

g2462264 

35 

4.0e-10 

43 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
174560 

jC-atXLIB327424Pla04al 

BLASTN 

g2462264 

37 

3.0e-ll 

45 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174561 

jC-atXLIB327424Pla0 6al 

BLASTN 

g2979540 

75 

6.0e-34 

196 

90 



24011 



NCBI Description Arabidopsis thaliana chromosome II BAC F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



174562 

jC-atXLIB327424Pla07b2 

BLASTN 

g2582640 

56 

1.0e-22 

56 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174563 

jC-atXLIB327424Pla08b2 

BLASTN 

g2582640 

57 

3.0e-23 

72 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174564 

jC-atXLIB327424Pla09al 

BLASTX 

g2181186 

217 

2.0e-17 

61 

79 

(X97323) outward rectifying potassium channel KCOl 
[Arabidopsis thaliana] >gi_22307 61_emb_CAA69158__ (Y07825) 
kcol [Arabidopsis thaliana] 

174565 

jC-atXLIB327424Plal0al 

BLASTX 

gl00293 

146 

4.0e-09 

89 

20 

ribonucleoprotein A, 29K - wood tobacco 

>gi_19754_emb_CAA43427_ (X61113) 29kD A ribonucleoprotein 
[Nicotiana sylvestris] 

174566 

jC-atXLIB327424Plb01al 

BLASTX 

g4038042 

459 

8.0e-46 

96 
95 



24012 



NCBI Description 



# 



(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174567 

jC-atXLIB327424Plb02al 

BLASTN 

g2232145 

278 

1.0e-155 

389 
93 

Arabidopsis thaliana 14-3-3-like protein GF14 phi (GRF4) 
gene, complete cds 

174568 

jC-atXLIB327424Plb03al 

BLASTN 

g4558521 

331 

0.0e+00 

422 

95 

Genomic sequence for Arabidopsis thaliana BAC T10O24, 
complete sequence 

174569 

jC-atXLIB327424Plb04b2 

BLASTN 

g2582640 

57 

4.0e-23 

57 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174570 

jC-atXLIB327424Plb07al 

BLASTX 

g2529679 

153 

6.0e-10 

56 
48 

(AC002535) hypothetical protein [Arabidopsis thaliana] 
174571 

jC-atXLIB327424Plb08al 

BLASTN 

g2462264 

42 

3.0e-14 

42 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



174572 



24013 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327424Plb09b2 

BLASTN - 

g2582640 

54 

1.0e-21 

65 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174573 

jC-atXLIB327424Plbl2al 

BLASTN 

g2462264 

34 

2.0e-09 

42 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
174574 

jC-atXLIB327424Plc02al 

BLASTN 

g3298532 

40 

5.0e-13 

181 
91 

Arabidopsis thaliana chromosome II BAC T26B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174575 

jC-atXLIB327424Plc04al 

BLASTN 

g2462264 

42 

3.0e-14 

42 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
174576 

jC-atXLIB327424Plc06b2 

BLASTN 

g2582640 

48 

9.0e-18 

52 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



174577 

jC-atXLIB32 7424Plc07b2 

BLASTX 

gl710840 

236 



24014 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCPI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-20 

101 

50 

ADENOSYLHOMOCYSTEINASE ( S-ADENOS YL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) (CYTOKININ BINDING PROTEIN CBP57) 
>gi_4 41217_dbjJBAA037 09_ (D16138) S-adenosyl-L-homocystein 
hydrolase [Nicotiana sylvestris] >gi_1857024_dbj_BAA08142_ 
(D45204) S-adenosyl-L-homocysteine hydrolase [Nicotiana 
tabacum] >gi_2588781_dbj_BAA23164_ (D49804) 
S-adenosyl-L-homocysteine hydrolase [Nicotiana tabacum] 

174578 

jC-atXLIB327424Plc08al 

BLASTX 

g629602 

334 

3.0e-34 

110 

71 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

174579 

jC-atXLIB327424Plc08b2 

BLASTN 

g2582640 

41 

1.0e-13 

49 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174580 

jC-atXLIB327424Plc09b2 

BLASTX 

gl351107 

274 

4.0e-24 

80 

68 

SUCROSE-PHOSPHATE SYNTHASE (UDP-GLUCOSE-FRUCTOSE-PHOSPHATE 

GLUCOSYLTRANSFERASE) >gi_1361971_pir S55253 

sucrose-phosphate synthase - sugar beet 
>gi_1488568_emb_CAA57500_ (X81975) sucrose-phosphate 
synthase [Beta vulgaris] 

174581 

jC-atXLIB327424Plcl0al 

BLASTN 

g2462264 

44 

2.0e-15 

44 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



24015 



o 



Seq. No. 


174582 


Seq. ID 


jC-atXLIB327424Plcllb2 


L V 1S t HO G 


DiiAb i IN 


NCBI GI 


g2098816 


BLAST scors 


89 


E value 


3.0e-42 


Match length 


160 


% identity 


94 


NCBI Description 


Arabidopsis thaliana B 


Seq. No. 


174583 


Seq. ID 


jC-atXLIB327424Plcl2al 


Method 


BLASTX 


NCBI GI 


gll70897 


BLAST score 


155 


E value 


4.0e-10 


Match length 


61 


% identity 


54 


NCBI Description 


MALATE DEHYDROGENASE, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1076276j?ir S52039 NAD-malate dehydrogenase - cucumber 

>gi_695311 (L31900) glyoxysomal malate dehydrogenase 
[Cucumis sativus] 

174584 

jC-atXLIB32742 4Plcl2b2 

BLASTN 

g3929650 

48 

8.0e-18 

180 
88 

Arabidopsis thaliana mRNA for microbody NAD-dependent 
malate dehydrogenase 

174585 

jC-atXLIB327424Pld02b2 

BLASTN 

g217856 

82 

4.0e-38 

236 
90 

A. thaliana gene for metallothionein-like protein, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174586 

jC-atXLIB327424Pld03al 

BLASTN 

g3128143 

77 

4.0e-35 

240 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTI20, complete sequence [Arabidopsis thaliana] 



PI clone: 



24016 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174587 

jC-atXLIB327424Pld04b2 

BLASTN 

g3941523 

35 

4.0e-10 

47 
96 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

174588 

jC-atXLIB327424Pld05b2 

BLASTX 

g3776025 

357 

6.0e-62 

149 

89 

(AJ010474) RNA helicase [Arabidopsis thaliana] 
174589 

jC-atXLIB327424Pldl0b2 

BLASTX 

g3335371 

117 

1.0e-22 

104 

68 

(AC003028) putative ethylene-inducible protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



174590 

jC-atXLIB327424Pldllal 

BLASTX 

g4090884 

285 

2.0e-25 

79 

75 

(AF025333) vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 

174591 

jC-atXLIB327424Pldllb2 

BLASTN 

g2582640 

45 

5.0e-16 

52 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174592 

jC-atXLIB327424Ple01al 
BLASTN 



24017 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2864607 
153 

2.0e-80 

307 
92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



174593 

jC-atXLIB327424Ple08al 

BLASTN 

g4455348 

315 

1.0e-177 

412 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T13J8 



174594 

jC-atXLIB327424Ple08b2 

BLASTN 

g4455348 

79 

2.0e-36 

237 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T13J8 



174595 

jC-atXLIB327424Plf01b2 

BLASTN 

g3941523 

43 

9.0e-15 

51 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

174596 

jC-atXLIB327424Plf03al 

BLASTN 

g2462264 

38 

8.0e-12 

42 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174597 

jC-atXLIB327424Plf05b2 

BLASTN 

g2582640 

43 

9.0e-15 



24018 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI ^ 
BLAST score 
E value 
Match length 



55 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174598 

jC-atXLIB327 424Plf06al 

BLASTX 

g4240116 

318 

3.0e-29 

65 
88 

(AB007799) NADH- cytochrome b5 reductase [Arabidopsis 
thaliana] >gi_4240118__dbj_BAA7 4 838_ (AB007800) 
NADH-cytochrome b5 reductase [Arabidopsis thaliana] 

174599 

jC-atXLIB327424Plf07al 

BLASTX 

g4417300 

510 

9.0e-52 

103 

91 

(AC006446) hypothetical protein [Arabidopsis thaliana] 
>gi_4733990_gb_AAD28670.1_AC007209_6 (AC007209) 
hypothetical protein [Arabidopsis thaliana] 

174600 

jC-atXLIB327424Plf08b2 

BLASTN 

g2564048 

153 

1.0e-80 

213 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKD15, complete sequence [Arabidopsis thaliana] 



174601 

jC-atXLIB327424Plfl0b2 

BLASTX 

g2829881 

156 

3.0e-10 

102 
46 

(AC002396) Hypothetical protein 
174602 

jC-atXLIB327424Plf 12al 

BLASTN 

g4678219 

190 

1.0e-102 
352 



[Arabidopsis thaliana] 



24019 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana chromosome II BAC F9C22 genomic 
sequence, complete sequence 

174603 

jC-atXLIB327424Plg02al 

BLASTX 

g4581146 

241 

3.0e-20 

56 

84 

(AC006919) putative f ructose-bisphosphate aldolase, 
cytoplasmic [Arabidopsis thaliana] 

174604 

jC-atXLIB327424Plg03b2 

BLASTX 

g2642157 

438 

3.0e-43 

151 

60 

(AC003000) ankyrin-like protein [Arabidopsis thaliana] 
174605 

jC-atXLIB327424Plg06al 

BLASTN 

g2462264 

38 

8.0e-12 

42 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
174606 

jC-atXLIB327424Plg06b2 

BLASTX 

g4218535 

185 

1.0e-13 

102 
36 

(AJ010829) GRAB1 protein [Triticum sp.] 
174607 

jC-atXLIB327424Plg08al 

BLASTN 

g4741184 

231 

1.0e-127 

433 
99 

Arabidopsis thaliana DNA chromosome 3, BAC clone T23J7 
(ESSA project) 



Seq. No. 



174608 



24020 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



jC-atXLIB327424Plg09al 

BLASTN 

g2462264 

44 

2.0e-15 

44 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174609 

jC-atXLIB327424Plg09b2 

BLASTN 

g2582640 

51 

9.0e-20 

71 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174610 

jC-atXLIB327424Plgl0al 

BLASTX 

g2315463 

183 

2.0e-13 

111 

41 

(AF016449) similar to enzymes that act through an ATP 
dependent binding of AMP; most similar to CoA ligases 
[Caenorhabditis elegans] 

174611 

jC-atXLIB327424Plgllal 

BLASTN 

g2462264 

44 

2.0e-15 

44 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174612 

jC-atXLIB3274 24Plgllb2 

BLASTN 

g2582640 

54 

2.0e-21 

70 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174613 

jC-atXLIB327424Plgl2al 

BLASTX 

g3269287 



24021 



o 



BLAST score 

E -value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



214 

4.0e-17 

70 
57 

(AL030978) GH3 like protein [Arabidopsis thaliana] 
174614 

jC-atXLIB327424Plh01al 

BLASTN 

g2462264 

35 

3.0e-10 

43 
95 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



174615 

jC-atXLIB327424Plh08al 
BLASTN 
g4587641 
58 

9.0e-24 

74 
95 

NCBI Description Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



174616 

jC-atXLIB327424Plhl0al 

BLASTN 

g3894179 

196 

1.0e-106 

360 
97 

Arabidopsis thaliana chromosome II BAC F13H10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174617 

jC-atXLIB327424Plhllal 

BLASTX 

g3367536 

489 

2.0e-49 

131 

82 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAC 
gb_AL022140. EST gb_T04695 comes from this gene. 
[Arabidopsis thaliana] 

174618 

jC-atXLIB327424Plhl2al 

BLASTN 

g2564049 

96 

2.0e-46 



24022 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

155 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLE2, complete sequence [Arabidopsis thaliana] 

174619 

jC-atXLIB327424P2a03b2 

BLASTN 

g4558586 

60 

6.0e-25 

165 

85 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T5I8 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174620 

jC-atXLIB327424P2a04b2 

BLASTN 

g2582640 

57 

3.0e-23 

57 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174621 

jC-atXLIB327424P2a06b2 

BLASTN 

g2582640 

66 

2.0e-28 

70 

99 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174622 

jC-atXLIB327424P2a07a2 

BLASTN 

g2462264 

40 

5.0e-13 

44 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
174623 

jC-atXLIB327424P2a07b2 

BLASTN 

g2582640 

60 

4.0e-25 

71 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 



24023 



factor, RSp40 



Seq. No. 


174624 






Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


39 


E value 


1.0e-12 


Match length 


43 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for ] 


Seq. No. 


174625 


Seq. ID 


jC-atXLIB327424P2b02b2 


Method 


BLASTX 


NTPUT PT 


rrA OA Q1 


BLAST score 


197 


E value 


4.0e-15 


Match length 


96 


% identity 


44 


NCBI Description 


(AC005966) Similar to gi_ 




from Arabidopsis thaliana 




thaliana] 


Seq. No. 


174626 


Seq. ID 


jC-atXLIB327424P2b09b2 


L v ie inou 


DT 7\ QTM 
oLifio 1 N 


NCBI GI 


g2582640 


BLAST score 


55 


E value 


6.0e-22 


Match length 


71 


% identity 


94 


NCBI Description 


Arabidopsis thaliana mRNA 




factor, RSp40 


Seq. No. 


174627 


oeq . ±u 


]U"dtAJjiDJZ / 4z4rZDlUaz 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


36 


E value 


l.Oe-10 


Match length 


40 


% identity 


97 


NCBI Description 


Cucumis sativus mRNA for ] 


Seq. No. 


174628 


Seq. ID 


jC-atXLIB327424P2bl0b2 




r5J_j/i.O 1 In 


NCBI GI 


g2582640 


BLAST score 


39 


E value 


2.0e-12 


Match length 


55 


% identity 


93 


NCBI Description 


Arabidopsis thaliana mRNA 




factor, RSp40 


Seq. No. 


174629 



[Arabidopsis 



24024 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

, Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



jC-atXLIB327424P2bllb2 

BLASTX 

g2062169 

182 

3.0e-13 

106 
36 

(AC001645) 
thaliana] 



ABC transporter (PDR5-like) isolog [Arabidopsis 



174630 

jC-atXLIB327424P2bl2b2 

BLASTN 

g3449322 

351 

0.0e+00 

427 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC17, complete sequence [Arabidopsis thaliana] 



PI clone: 



174631 

jC-atXLIB327424P2c03b2 

BLASTN 

g2582640 

54 

2.0e-21 

66 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174632 

jC-atXLIB327424P2c07b2 

BLASTN 

g2582640 

42 

4.0e-14 

70 
90 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174633 

jC-atXLIB327424P2c09a2 

BLASTN 

g540252 

34 

2.0e-09 

34 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
174634 

jC-atXLIB327424P2c09b2 

BLASTN 

g2582640 



24025 



o 



XjJ_iriO 1 bLUIc 


3 0 


E value 


2.0e-22 


Match length 


71 


% identity 


96 


NCBI Description 


Arabidopsis thaliana mRN£ 




factor, RSp40 


Seq. No. 


174635 


Seq. ID 


jC-atXLIB327424P2cl0b2 


Method 


BLAST N 


NCBI GI 


g3451055 




D / 


E value 


4.0e-29 


Match length 


151 


% identity 


86 


NCBI Description 


Arabidopsis thaliana DNA 




(ESSAII project) 


Seq. No. 


174636 


Seq. ID 


jC-atXLIB327424P2cl2a2 


Method 


BLASTN 




gZ 4 bZZ o4 


BLAST score 


37 


E . value 


3.0e-ll 


Match length 


49 


% identity 


94 


NCBI Description 


Cucumis sativus mRNA for 


Seq. No. 


174637 


Seq. ID 


jC-atXLIB327424P2cl2b2 


Method 


BLASTN 


NCBI GI 


g2262135 


RT.7\ 9 T cfArp 
DJjrlu l ouUIc 


D 0 


E value 


1.0e-29 


Match length 


107 


% identity 


93 


NCBI Description 


Arabidopsis thaliana BAC 




cM, complete sequence 


Seq. No. 


174638 


Seq. ID 


jC-atXLIB327424P2dl0a2 


Method 


BLASTN 




g^4 ozzo4 


BLAST score 


39 


E value 


2.0e-12 


Match length 


43 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for 


Seq. No. 


174639 


Seq. ID 


jC-atXLIB327424P2dlla2 


Method 


BLASTN 


NCBI GI 


g3869065 


BLAST score 


405 


E value 


0.0e+00 


Match length 


405 


% identity 


100 



BAC clone F16G20 



24026 



# 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K24M7, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174640 

jC-atXLIB327424P2e03b2 

BLASTN 

g2582640 

66 

2.0e-28 

74 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174641 

jC-atXLIB327424P2e06b2 

BLASTN 

g3860242 

105 

1.0e-51 

240 

89 

Arabidopsis thaliana chromosome I BAC T13M11 genomic 
sequence, complete sequence 

174642 

jC-atXLIB327424P2e07b2 

BLASTN 

g2582640 

49 

3.0e-18 

57 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174643 

jC-atXLIB327424P2e08b2 

BLASTN 

g4713943 

64 

3.0e-27 

168 

93 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T8K14 sequence, 



174644 

jC-atXLIB327424P2e09a2 

BLASTN 

g2462264 

52 

3.0e-20 

52 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



24027 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



174645 

jC-atXLIB327424P2e09b2 

BLASTN 

g531828 

35 

6.0e-10 

71 
87 

Cloning vector pSportl, complete cds 
174646 

jC-atXLIB32 7424P2el0a2 

BLASTN 

g2462264 

34 

1.0e-09 

42 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
174647 

jC-atXLIB327424P2ellb2 

BLASTN 

g2582640 

49 

2.0e-18 

57 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174648 

jC-atXLIB327424P2el2a2 

BLASTN 

g531828 

34 

1.0e-09 

38 
97 

Cloning vector pSportl, complete cds 
174649 

jC-atXLIB327424P2el2b2 

BLASTN 

g2582640 

37 

2.0e-ll 

53 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174650 

jC-atXLIB327424P2f02b2 

BLASTN 

g2582640 

60 



24028 



f> 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-25 

71 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174651 

jC-atXLIB327424P2f03b2 

BLASTN 

g2582640 

54 

1.0e-21 

78 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



174652 

jC-atXLIB327424P2f04b2 

BLASTN 

g2582640 

63 

6.0e-27 

71 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 


174653 


Seq. ID 


jC-atXLIB327424P2f06a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


41 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for patatin 


Seq. No. 


174654 


Seq. ID 


jC-atXLIB327424P2f07b2 


Method 


BLASTN 


NCBI GI 


g4733952 


BLAST score 


69 


E value 


3.0e-30 


Match length 


176 


% identity 


85 


NCBI Description 


Arabidopsis thaliana chromosome 




sequence, complete sequence 


Seq. No. 


174655 


Seq. ID 


jC-atXLIB327424P2f08b2 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


34 


E value 


2.0e-09 


Match length 


70 


% identity 


87 



I BAC F23H11 genomic 



24029 



o 



NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174656 

jC-atXLIB327424P2f09a2 

BLASTN 

g2462264 

33 

8.0e-09 

37 

97 

Cucumis sativus mRNA for patatin-like protein, partial 
174657 

jC-atXLIB327424P2f0 9b2 

BLASTN 

g2582640 

55 

6.0e-22 

59 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174658 

jC-atXLIB327424P2fl0b2 

BLASTN 

g2582640 

48 

7.0e-18 

56 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174659 

jC-atXLIB327424P2fl2a2 

BLASTX 

g2129533 

221 

3.0e-20 

64 
88 

adenine nucleotide translocase - Arabidopsis thaliana 
>gi_1051109_emb_CAA89201_ (Z49227) adenine nucleotide 
translocase [Arabidopsis thaliana] 

174660 

jC-atXLIB327424P2g02b2 

BLASTX 

g2642157 

364 

6.0e-42 

96 
89 

(AC003000) ankyrin-like protein [Arabidopsis thaliana] 



24030 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174661 

jC-atXLIB327424P2g04b2 

BLASTN 

g2582640 

59 

3.0e-24 

71 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174662 

jC-atXLIB327424P2g09a2 

BLASTN 

g3985933 

180 

1.0e-96 

256 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9E15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



174663 

jC-atXLIB32742 4P2g09b2 

BLASTN 

g3985933 

141 

3.0e-73 

221 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9E15, complete sequence [Arabidopsis thaliana] 

174664 

jC-atXLIB327424P2gl0a2 

BLASTN 

g531828 

52 

4.0e-20 

64 
95 

Cloning vector pSportl, complete cds 
174665 

jC-atXLIB327424P2gl0b2 

BLASTN 

g2582640 

50 

6.0e-19 

70 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174666 

jC-atXLIB327424P2gl2b2 
BLAST X 



24031 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3738230 
366 

7.0e-35 

96 

77 

(AB007790) DREB2A [Arabidopsis thaliana] 

>gi_4126706_dbj_BAA36705_ (AB016570) DREB2A [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174667 

jC-atXLIB327424P2h04b2 

BLASTN 

g2582640 

47 

4.0e-17 

71 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174668 

jC-atXLIB327424P2h05a2 

BLASTX 

gl708313 

369 

3.0e-35 

77 
96 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_99939 6_bbs__l 63637 
(S77849) heat-shock Protein-HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 

174669 

jC-atXLIB327424P2h09a2 

BLASTN 

g2462264 

53 

6.0e-21 

53 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174670 

jC-atXLIB327424P2h09b2 

BLASTX 

gl27041 

205 

5.0e-16 

44 

82 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 

>gi_81647_pir JN0131 methionine adenosyltransf erase (EC 

2,5.1.6) - Arabidopsis thaliana >gi_166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 



24032 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174671 

jC-atXLIB327424P2hl0a2 

BLASTX 

gl711617 

103 

1.0e-09 

59 
61 

HIGH AFFINITY SULPHATE TRANSPORTER 2 

>gi_1085848_pir S51764 high affinity sulphate transporter 

- Stylosanthes hamata >gi_60718 6_emb_CAA57711_ (X82256) 
high affinity sulphate transporter [Stylosanthes hamata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174672 

jC-atXLIB327424P2hllb2 

BLASTN 

g2582640 

36 

1.0e-10 

52 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174673 

jC-atXLIB327424P3a02bl 

BLASTN 

g3668073 

122 

6.0e-62 

220 

95 

Arabidopsis thaliana chromosome II BAC T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174674 

jC-atXLIB327424P3a09al 

BLASTN 

g2618602 

76 

2.0e-34 

174 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174675 

jC-atXLIB327424P3b01al 

BLASTN 

g3980374 

46 

1.0e-16 

30 
88 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



24033 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174676 

jC-atXLIB327424P3b01bl 

BLAST N 

g3980374 

42 

3.0e-14 

50 
96 

Arabidopsis thaliana chromosome II BAC F16P2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174677 

jC-atXLIB327424P3b05bl 

BLASTN 

g3779020 

65 

7.0e-28 

101 

92 

Arabidopsis thaliana chromosome II BAC T4E14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174678 

jC-atXLIB327424P3bl0bl 

BLASTX 

g541816 

247 

3.0e-26 

135 
55 

protein kinase - common ice plant >gi_457 68 9_emb__CAA82990_ 
(Z30329) protein kinase [Mesembryanthemum crystallinum] 

174679 

jC-atXLIB32742 4P3bllbl 

BLASTN 

g3763944 

43 

7.0e-15 

108 
83 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



174680 

jC-atXLIB327424P3c03bl 

BLASTN 

g2459406 

50 

6.0e-19 

85 
91 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174681 

jC-atXLIB327424P3c05al 



24034 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2565010 

391 

8.0e-38 

71 
99 

(AC002983) putative microf ibril-associated protein 
[Arabidopsis thaliana] >gi_3377811 (AF076275) contains 
similarity to ATP synthase B/B 1 (Pfam: ATP-synt_B . hmm, 
score: 11.71) [Arabidopsis thaliana] 

174682 

jC-atXLIB327424P3c06bl 

BLASTX 

g2052510 

308 

5.0e-28 

143 

54 

(U95758) lysine-ketoglutarate reductase/saccharopine 
dehydrogenase bifunctional enzyme [Arabidopsis thaliana] 

174683 

jC-atXLIB327424P3c08al 

BLAST N 

g2264306 

95 

7.0e-46 

383 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK5, complete sequence [Arabidopsis thaliana] 

174684 

jC-atXLIB327424P3c09al 

BLASTN 

gl644426 

42 

3.0e-14 

183 
89 

Arabidopsis thaliana putative glyoxalase II mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



174685 

jC-atXLIB327424P3c09bl 

BLASTN 

g3941523 

35 

5.0e-10 

43 
95 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

174686 

jC-atXLIB327424P3cllal 



24 035 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4581138 

127 

6.0e-65 

320 
83 

Arabidopsis thaliana chromosome II BAC F1011 genomic 
sequence, complete sequence 

174687 

jC-atXLIB327424P3d02al 

BLASTN 

g4567300 

36 

1.0e-10 

52 
92 

Arabidopsis thaliana chromosome II PI MHK10 genomic 
sequence , complete sequence 

174688 

jC-atXLIB327424P3d02bl 

BLASTN 

g4567300 

59 

2.0e-24 

119 

91 

Arabidopsis thai iana chromosome II PI MHK10 genomic 
sequence, complete sequence 

174689 

jC-atXLIB3274 24P3d03bl 

BLASTN 

g3402745 

60 

6.0e-25 

115 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18E5 
(ESSAII project) 

174690 

jC-atXLIB327424P3d05bl 

BLASTN 

g3985931 

97 

5.0e-47 

129 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21H1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



174691 

jC-atXLIB327 424P3d07al 

BLASTN 

g2924733 



24036 



BLAST score 

E value 

Match length* 

% identity 

NCBI Description 



70 

6.0e-31 

233 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174692 

jC-atXLIB327424P3d07bl 

BLASTN 

g2924733 

76 

2.0e-34 

100 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 

174693 

jC-atXLIB327424P3d08bl 

BLASTN 

g2582640 

41 

1.0e-13 

45 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174694 

jC-atXLIB327424P3dl0bl 

BLASTN 

g3057149 

63 

8.0e-27 

132 

92 

Arabidopsis thaliana chaperonin 10 (CPN10) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



174695 

jC-atXLIB327424P3dl2al 

BLASTN 

g2827644 

40 

3.0e-13 

109 
88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18F4 
(ESSAII project) 

174696 

jC-atXLIB327424P3dl2bl 

BLASTN 

g2827644 

114 

3.0e-57 



24037 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



361 
95 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18F4 
(ESSAII project) 

174697 

jC-atXLIB327424P3e01bl 

BLASTX 

g3482933 

137 

4.0e-10 

70 

53 

(AC003970) 
thaliana] 



Similar to cdc2 protein kinases [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174698 

jC-atXLIB327424P3e02al 

BLASTX 

g81601 

244 

1.0e-20 

71 

70 

chaperonin 60 beta - Arabidopsis thaliana 
174699 

jC-atXLIB327424P3e02bl 

BLASTX 

g81601 

360 

3.0e-34 

143 

59 

chaperonin 60 beta - Arabidopsis thaliana 
174700 

jC-atXLIB327424P3e08al 

BLASTN 

g2618602 

94 

3.0e-45 

343 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 

174701 

jC-atXLIB327424P3e08bl 

BLASTN 

g2618602 

97 

5.0e-47 

228 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone 



PI clone 



24038 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174702 

jC-atXLIB327424P3f01bl 

BLASTN 

gl871173 

108 

1.0e-53 

132 
95 

Arabidopsis thaliana chromosome II BAC T0 6D20 genomic 
sequence , complete sequence 



174703 

jC-atXLIB327424P3f04al 

BLASTN 

g2924729 

154 

3.0e-81 

264 
90 

Arabidopsis thaliana genomic DNA 7 chromosome 5, 
MNA5, complete sequence [Arabidopsis thaliana] 



PI clone 



174704 

jC-atXLIB327424P3f05al 

BLASTN 

g4490717 

34 

2.0e-09 

102 
83 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 

174705 

jC-atXLIB327424P3f05bl 

BLASTN 

g4490717 

41 

1.0e-13 

101 

85 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 

174706 

jC-atXLIB327424P3f06al 

BLASTN 

g4159707 

80 

6.0e-37 

179 
89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MJK13, complete sequence 



Seq. No. 



174707 



24039 



f) 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327424P3f06bl 

BLASTN 

g4159707 

154 

4.0e-81 

273 
90 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MJK13, complete sequence 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174708 

jC-atXLIB327424P3f07al 

BLASTN 

g2739359 

152 

7.0e-80 

348 
87 

Arabidopsis thaliana chromosome II BAG T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174709 

jC-atXLIB327424P3f08bl 

BLASTN 

g2582640 

37 

3.0e-ll 

45 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174710 

jC-atXLIB327424P3fl2bl 

BLASTN 

g861214 

89 

3.0e-42 

307 
90 

Arabidopsis thaliana glycine decarboxylase complex 
H-protein precursor gene, nuclear gene encoding 
mitochondrial protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



174711 

jC-atXLIB327424P3g01al 

BLASTN 

g4581138 

212 

1.0e-115 

397 
92 

Arabidopsis thaliana chromosome II BAC F1011 .genomic 
sequence, complete sequence 

174712 

jC-atXLIB327 424P3g02bl 



24040 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g2582640 

41 

1.0e-13 

45 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174713 

jC-atXLIB327424P3g03al 

BLASTN 

gl6208 

118 

1.0e-59 

213 
89 

A. thaliana mRNA for calcium binding protein 
174714 

jC-atXLIB327424P3g03bl 

BLASTN 

g2582640 

36 

1.0e-10 

44 

95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174715 

jC-atXLIB327424P3g06al 

BLASTN 

g4220629 

90 

7.0e-43 

255 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K24F5, complete sequence [Arabidopsis thaliana] 

174716 

jC-atXLIB327424P3g07bl 

BLASTN 

g2645198 

60 

6.0e-25 

119 
90 

Arabidopsis thaliana chromosome I BAC T26J12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174717 

jC-atXLIB327424P3g08al 

BLASTN 

g4587641 

147 



24041 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-77 

293 

89 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

174718 

jC-atXLIB327424P3g08bl 

BLASTN 

g2582640 

33 

8.0e-09 

45 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 


174719 


Seq. ID 


jC-atXLIB327424P3gllbl 


Method 


BLASTN 


NCBI GI 


gl865678 


BLAST score 


35 


E value 


4.0e-10 


Match length 


59 


% identity 


90 


NCBI Description 


A. thaliana ATB2 gene 


Seq. No. 


174720 


Seq. ID 


jC-atXLIB327 424P3h01al 


Method 


BLASTN 


NCBI GI 


g4455348 


BLAST score 


35 


E value 


4.0e-10 


Match length 


119 


% identity 


88 


NCBI Description 


Arabidopsis thaliana DI 




(ESSAII project) 



T13J8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



174721 

jC-atXLIB327424P3h02bl 

BLASTN 

g3941523 

34 

2.0e-09 

38 
97 

Arabidopsis thaliana putative transcription factor (MYB92 ) 
mRNA, complete cds 

174722 

jC-atXLIB327424P3h03al 

BLASTN 

g 4582444 

100 

7.0e-49 

296 

82 



24042 



NCBI Description Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174723 

jC-atXLIB327424P4a01al 

BLASTN 

g4757395 

34 

1.0e-09 

54 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21L13, complete sequence 

174724 

jC-atXLIB327424P4a02al 

BLASTN 

g693691 

64 

3.0e-27 
132 

88 

Arabidopsis thaliana aspartate aminotransferase (Asp3) 
mRNA, complete cds 

174725 

jC-atXLIB327424P4a08bl 

BLASTN 

g4218109 

50 

4 .Oe-19 

141 
84 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16A16 
(ESSAII project) 

174726 

jC-atXLIB327424P4a09al 

BLASTN 

g4220627 

52 

2.0e-20 

80 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K20J1, complete sequence [Arabidopsis thaliana] 

174727 

jC-atXLIB327424P4a09bl 

BLASTN 

g4220627 

32 

1.0e-08 

47 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K20J1, complete sequence [Arabidopsis thaliana] 



24043 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174728 

jC-atXLIB327424P4al0al 

BLASTN 

g4589434 

96 

2.0e-46 

194 

93 

Arabidopsis thaliana genomic DNA, 
MNJ7, complete sequence 



chromosome 5, PI clone: 



Seq. No. 
Seq. ID 



174729 

jC-atXLIB327424P4allal 

BLASTN 

g3426033 

107 

5.0e-53 

215 
93 

Arabidopsis thaliana chromosome II BAC F12C20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174730 

jC-atXLIB327424P4b01al 

BLASTN 

g531828 

57 

2.0e-23 

61 

98 

Cloning vector pSportl, complete cds 
174731 

jC-atXLIB327424P4bl0al 

BLASTX 

g585421 

214 

5.0e-17 

84 
54 

LIPOXYGENASE, CHLOROPLAST PRECURSOR >gi_541879_pir JQ2391 

lipoxygenase (EC 1.13.11.12) AtLox2 - Arabidopsis thaliana 
>gi_431258 (L23968) lipoxygenase [Arabidopsis thaliana] 

174732 

jC-atXLIB3274 24P4c05al 

BLASTN 

g531828 

48 

9.0e-18 

59 
97 

GXoning vector pSportl, complete cds 
174733 

jC-atXLIB327424P4c06bl 



24044 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2582640 

59 

4.0e-24 

74 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174734 

jC-atXLIB327 424P4d02al 

BLASTX 

g4835233 

398 

1.0e-38 

103 
80 

(AL049862) putative protein 1 photosystem II 
oxygen-evolving complex [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174735 

jC-atXLIB327424P4d02bl , 

BLASTN 

g4835223 

93 

8.0e-45 

179 
89 

Arabidopsis thaliana DNA chromosome 3, 
(ESSA project) 



BAC clone F18B3 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



174736 

jC-atXLIB327424P4d04al 

BLASTN 

g2462264 

42 

3.0e-14 

54 ' 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
174737 

jC-atXLIB327424P4d04bl 

BLASTN 

g2582640 

57 

2.0e-23 

65 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174738 

]C-atXLIB3274 24P4d06al 

BLASTN 

g2462264 

56 



24045 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174739 

jC-atXLIB327424P4d09al 

BLASTN 

g2462264 

47 

2.0e-17 

55 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
174740 

jC-atXLIB327424P4dl2al 

BLASTN 

g2462264 

53 

9.0e-21 

57 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174741 

jC-atXLIB327424P4e01al 

BLASTN 

g2226430 

35 

5.0e-10 

47 

94 

Mus saxicola haptoglobin mRNA, complete cds 
174742 

jC-atXLIB327424P4e02al 

BLASTN 

g2462264 

53 

5.0e-21 

57 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
174743 

jC-atXLIB32742 4P4e02bl 

BLASTN 

g2582640 

41 

1.0e-13 

57 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 



174744 



24046 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 



jC-atXLIB327424P4e04bl 

BLASTX 

gl575754 

88 

4.0e-14 

87 
62 

(U70616) ADP glucose pyrophosphorylase small subunit 
[Arabidopsis thaliana] 

174745 

jC-atXLIB327424P4e06al 

BLASTN 

g2351071 

79 

3.0e-36 

103 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVA3, complete sequence [Arabidopsis thaliana] 

174746 

jC-atXLIB327424P4f01al 

BLASTN 

g2462264 

48 

1.0e-17 

56 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



174747 

jC-atXLIB327424P4f04al 

BLASTN 

g2656026 

73 

1.0e-32 

264 

91 

Arabidopsis thaliana genomic 
MDF2 0 



DNA, chromosome 5, PI clone: 



174748 

jC-atXLIB327424P4f05al 

BLASTN 

g3702729 

85 

7.0e-40 

270 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A11, complete sequence [Arabidopsis thaliana] 

174749 

jC-atXLIB327424P4f07bl 

BLASTN 

g3660464 



24047 



BLAST score 

E value 

Match length 

% identity 

NCB1 Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 

3.0e-18 

84 
89 

Arabidopsis thaliana mRNA for Inositol 1, 3, 4-Trisphosphate 
5/6" Kinase 

174750 

jC-atXLIB327424P4f08al 

BLASTX 

g2498726 

216 

3-0e-17 

79 
52 

DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE — PROTEIN 

GLYCOSYLTRANSFERASE 48 KD SUBUNIT PRECURSOR (OLIGOSACCHARYL 
TRANSFERASE 48 KD SUBUNIT) (DDOST 48 KD SUBUNIT) (OST50P) 

>gi_1085153_pir JC4132 oligosaccharyltransf erase 50k chain 

- fruit fly (Drosophila melanogaster ) 
>gi__1019386_emb_CAA57525_ (X81999) 

oligosaccharyltransf erase subunit [Drosophila melanogaster] 
174751 

jC~atXLIB32742 4P4f08bl 

BLASTN 

g3702737 

55 

4.0e-22 

75 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSN2, complete sequence [Arabidopsis thaliana] 

174752 

jC-atXLIB327424P4g02al 

BLASTN 

g2462264 

53 

1.0e-20 

57 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174753 

jC-atXLIB327424P4g05bl 

BLASTN 

g4512656 

59 

2.0e-24 

163 

90 

Arabidopsis thaliana chromosome II BAC F7D19 genomic 
sequence, complete sequence 



Seq, No. 
Seq. ID 



174754 

jC-atXLIB327424P4g06al 



24048 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g2262135 

83 

1.0e-38 

135 
91 

Arabidopsis thaliana BAC T10P11 from chromosome IV, near 15 
cM, complete sequence 



174755 

jC-atXLIB327424P4g06bl 

BLASTN 

g2262135 

56 

3.0e-22 

240 

89 

Arabidopsis thaliana BAC T10P11 
cM, complete sequence 



from chromosome IV, near 15 



174756 

jC-atXLIB327424P4gl0al 

BLASTN 

g2462264 

43 

8.0e-15 

55 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
174757 

jC-atXLIB327424P4gl2bl 

BLASTX 

g2982583 

141 

5.0e-21 

80 
75 

(AJ003135) polygalacturonase [Arabidopsis thaliana] 
>gi_3152948_emb_CAA06610_ (AJ005584) polygalacturonase 
[Arabidopsis thaliana] 

174758 

jC-atXLIB327424P4h02al 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
174759 

jC-atXLIB327424P4h03al 

BLASTN 

g2462264 

41 



24049 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-13 

53 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
174760 

jC-atXLIB327424P4h04al 

BLASTN 

g2462264 

53 

l.Qe-20 

61 

97 

Cucumis sativus mRNA for patatin-like protein, partial 
174761 

jC-atXLIB327424P4h06al 

BLASTN 

g4544435 

116 

2.0e-58 

269 

92 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 

174762 

jC-atXLIB327424P4h07al 

BLASTN 

g2462264 

42 

4.0e-14 

54 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
174763 

jC-atXLIB327424P4hllal 

BLASTN 

g531828 

53 

8.0e-21 

73 

93 

Cloning vector pSportl, complete cds 
174764 

jC-atXLIB3274 25Pla03bl 

BLASTX 

gll72538 

232 

4.0e-19 

135 

44 

PROBABLE PECTINESTERASE PRECURSOR (PECTIN METHYLESTERASE) 

(PE) >gi_99823_pir S14952 pectinesterase homolog - rape 

>gi_17784_emb_CAA39658_ (X56195) Bpl9 [Brassica napus] 



24050 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



174765 

jC-atXLIB327425Pla04bl 

BLASTX 

g3927825 

131 

2.0e-14 

139 
44 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

174766 

jC-atXLIB327425Pla07bl 

BLASTN 

g4376087 

54 

2.0e-21 

90 
90 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

174767 

jC-atXLIB327425Plallbl 

BLASTN 

g2584720 

37 

3.0e-ll 

99 

90 

A. thaliana gene encoding sulfite reductase 
174768 

jC-atXLIB327425Plb02al 

BLASTN 

g3355463 

134 

5.0e-69 

345 
88 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174769 

jC-atXLIB327425Plb07bl 

BLASTX 

g3355480 

48 

2.0e-09 

70 

51 

(AC004218) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 

174770 

jC-atXLIB327425Plb09al 



24051 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



BLASTN 

g3046853 

52 

4.0e-20 

226 
84 

Arabidopsis thaliana genomic DNA f chromosome 5, 
MRA19, complete sequence [Arabidopsis thaliana] 



PI clone: 



174771 

jC-atXLIB327425Plb09bl 

BLASTN 

g3046853 

251 

1.0e-139 

433 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MRA19, complete sequence [Arabidopsis thaliana] 



clone : 



174772 

jC-atXLIB327425Plbllbl 

BLASTX 

gl346215 

81 

4.0e-15 

95 

55 

PROBABLE GLUTATHIONE S-TRANSFERASE PARC (AUXIN-REGULATED 

PROTEIN PARC) >gi_100350_pir S19185 parC protein - common 

tobacco >gi_19906_emb_CAA457 40_ (X64398) parC [Nicotiana 
tabacum] 

174773 

jC-atXLIB327425Plc01al 

BLASTN 

g4455348 

43 

9.0e-15 

103 
85 

Arabidopsis thaliana DNA chromosome 4, BAC clone T13J8 
(ESSAII project) 

174774 

jC-atXLIB327425Plc03al 

BLASTN 

g2462264 

41 

1.0e-13 

45 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174775 

jC-atXLIB3274 25Plcl0bl 
BLASTN 



24052 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4757415 
71 

2.0e-31 

132 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYN21, complete sequence 

174776 

jC-atXLIB327425Plcl2al 

BLASTN 

g4531433 

35 

5.0e-10 

79 

86 

Arabidopsis thaliana chromosome II PI MFL8 genomic 
sequence , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174777 

jC-atXLIB327425Pld02al 

BLASTX 

g4335751 

409 

7.0e-40 

85 

94 

(AC006284) 
thaliana] 



putative methyltransf erase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174778 

jC-atXLIB327425Pld03al 

BLASTN 

g4589435 

97 

5.0e-47 

310 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MOE17, complete sequence 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174779 

jC-atXLIB327425Pld06bl 

BLASTN 

g3800746 

42 

4 .Oe-14 

50 
96 

Cuphea pulcherrima 3-ketoacyl-ACP synthase 
complete cds 



(Kas4) mRNA, 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



174780 

jC-atXLIB327425Pld07bl 

BLASTX 

gl707412 

236 



24053 



o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



5.0e-21 

153 
43 

(X95906) Cleavage and Polyadenylation Specifity Factor 
protein [Bos taurus] 

174781 

jC-atXLIB327425Pld08al 

BLASTX 

g629602 

325 

5.0e-30 
91 

70 

probable imbibition protein - wild cabbage 

>gi_4887 87_emb_CAA558 93_ (X79330) putative imbibition 

protein [Brassica oleracea] 

174782 

jC-atXLIB3274 25Pld09al 

BLASTN 

g2191157 

69 

3.0e-30 

207 
87 

Arabidopsis thaliana BAC IG002P16 
174783 

jC-atXLIB327425Pld09bl 

BLASTX 

g2191177 

173 

3.0e-12 

106 
51 

(AF007270) belongs to the SPOU family of rRNA methylases . 
[Arabidopsis thaliana] 

174784 

jC-atXLIB327425Pld!2bl 

BLASTN 

g2160132 

50 

4.0e-19 

254 
88 

Sequence of BAC F19K23 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

174785 

jC-atXLIB327425Ple07al 

BLASTN 

g2351065 

86 

2.0e-40 
106 



24054 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHF15, complete sequence .[ Arabidopsis thaliana] 

174786 

jC-atXLIB327425Ple07bl 

BLASTN 

g2351065 

86 

2.0e-40 

236 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHF15, complete sequence [Arabidopsis thaliana] 

174787 

jC-atXLIB327425Plellbl 

BLASTN 

g2582640 

40 

5.0e-13 

48 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174788 

jC-atXLIB327 425Ple!2al 

BLASTX 

g3860277 

239 

6.0e-20 

82 
62 

(AC005824; 
thaliana] 



putative ribosomal protein L10 [Arabidopsis 
>gi_4314394_gb_AAD15604_ (AC006232) putative 



ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 


174789 


Seq. ID 


jC-atXLIB327425Plel2bl 


Method 


BLASTX 


NCBI GI 


gl709970 


BLAST score 


242 


E value 


2.0e-20 


Match length 


98 


% identity 


49 


NCBI Description 


60S RIBOSOMAL PROTEIN L10A 


Seq. No. 


174790 


Seq. ID 


jC-atXLIB327425Plf02al 


Method 


BLASTN 


NCBI GI 


g3355463 


BLAST score 


99 


E value 


3.0e-48 


Match length 


275 


% identity 


84 


NCBI Description 


Arabidopsis thaliana chromo 



24055 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
174791 

jC-atXLIB327425Plf03bl 

BLASTN 

g3702732 

50 

2.0e-19 

119 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGF10, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174792 

jC-atXLIB327425Plf04al 

BLASTN 

g207740 

39 

2.0e-12 

161 

80 

Cloning vector pHVlOO DNA with partial lad, lacZ and luxA 
genes, and polylinker regions 

174793 

jC-atXLIB327425Plf07al 

BLASTN 

g2462264 

37 

3.0e-ll 

41 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
174794 

jC-atXLIB327425Plf08bl 

BLASTN 

g4510338 

36 

1.0e-10 

52 
92 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 

174795 

jC-atXLIB327425Plf09al 

BLASTX 

g3548802 

154 

5.0e-10 

69 

51 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



24056 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174796 

jC-atXLIB327425Plfllal 

BLASTX 

g4539459 

202 

1.0e-15 

73 
59 

(AL04 9500) putative protein [Arabidopsis thaliana] 
174797 

jC-atXLIB327425Plfl2al 

BLASTX 

g2493495 

294 

2.0e-26 

89 
58 

SERINE CARBOXYPEPTIDASE-LIKE >gi_212987 8_pir S72370 

carboxypeptidase - garden pea (fragment) 

>gi_1089904_emb_CAA92216_ (Z68130) carboxypeptidase [Pisum 

sativum] >gi_1587217_prf 2206338A Ser carboxypeptidase 

[Pisum sativum] 



Seq. No. 


174798 


Seq. ID 


jC-atXLIB32742 5Plg03al 


Method 


BLASTX 


NCBI GI 


g4455173 


BLAST score 


391 


E value 


4 ,0e-47 


Match length 


106 


% identity 


92 


NCBI Description 


(AL035521) putative protein [Arabidopsis thaliana] 


Seq. No. 


174799 


Seq. ID 


jC-atXLIB327425Plg06al 


Method 


BLASTN 


NCBI GI 


g3297806 


BLAST score 


36 


E value 


1.0e-10 


Match length 


134 


% identity 


93 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F17I5 




(ESSA project) 


Seq. No. 


174800 


Seq. ID 


jC-atXLIB32742 5Plg09al 


Method 


BLASTN 


NCBI GI 


g4589423 


BLAST score 


272 


E value 


1.0e-151 


Match length 


391 


% identity 


92 



NCBI Description 



Arabidopsis thaliana genomic 
K7B16, complete sequence 



DNA, chromosome 5, TAC clone: 



Seq. No. 



174801 



24057 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



jC-atXLIB327425Plh02al 

BLASTX 

gl26962 

164 

4.0e-ll 

56 

59 

TONOPLAST INTRINSIC PROTEIN, ROOT-SPECIFIC RB7 

>gi_99747_pir S13718 probable membrane channel protein - 

Arabidopsis thaliana >gi_16492_emb__CAA38633_ (X54854) 
possible membrane channel protein [Arabidopsis thaliana] 

174802 

jC-atXLIB327425Plh03al 

BLASTX 

g3334409 

260 

2.0e-22 

72 
74 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 

>gi_21297 65_pir S71261 V-type proton-ATPase - Arabidopsis 

thaliana >gi_1143394_emb_CAA63086__ (X92117) V-type 
proton-ATPase [Arabidopsis thaliana] 

174803 

jC-atXLIB327425Plh08al 

BLASTX 

g2160142 

166 

5.0e-61 

146 
84 

(AC000375) Strong similarity to Arabidopsis APR2 
(gb_U56921) . [Arabidopsis thaliana] >gi_2738758 (AF016283) 
5 1 -adenylylsulfate reductase [Arabidopsis thaliana] 

174804 

jC-atXLIB327425Plhl0al 

BLASTX 

gll68260 

318 

3.0e-29 

68 

87 

ASPARTATE AMINOTRANSFERASE, MITOCHONDRIAL PRECURSOR 

(TRANSAMINASE A) >gi_62 9503_pir S474 90 aspartate 

transaminase (EC 2.6.1.1) - Arabidopsis thaliana 

>gi_1361984_pir S56657 aspartate transaminase (EC 2.6.1.1) 

precursor, chloroplast - Arabidopsis thaliana 
>gi_531555_emb_CAA56932_ (X81026) aspartate 
aminotransferase [Arabidopsis thaliana] 
>gi_1017411_emb_CAA62972__ (X91865) aspartate 
aminotransferase [Arabidopsis thaliana] 

174805 

jC-atXLIB327425Plhllal 



24058 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

g3193282 

165 

1.0e-87 

308 
92 

Arabidopsis thaliana BAC T14P8 
174806 

jC-atXLIB327425Plhllbl 

BLASTN 

g3193282 

74 

3.0e-33 

101 

93 

Arabidopsis thaliana BAC T14P8 
174807 

jC-atXLIB327425Plhl2bl 

BLASTN 

g2262135 

35 

5.0e-10 

93 
91 

Arabidopsis thaliana BAC T10P11 from chromosome IV, near 15 
cM, complete sequence 

174808 

jC-atXLIB327425P2b02al 

BLASTN 

g2462264 

44 

1.0e-15 

52 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
174809 

jC-atXLIB327425P2b07al 

BLASTN 

g4191760 

105 

8.0e-52 

137 
93 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 

174810 

jC-atXLIB327 4 25P2bllal 

BLASTN 

g2290120 

54 

2.0e-21 
65 



24059 



% identity 


97 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


174811 


Seq. ID 


jC-atXLIB327425P2bl2al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


51 


E value 


1.0e-19 


Match length 


55 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


174812 


Seq. ID 


jC-atXLIB327425P2c01al 


Method 


BLASTN 


NCBI GI 


g2160155 


BLAST score 


139 


E value 


2.0e-72 


Match length 


175 


% identity 


95 


NCBI Description 


Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 




1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


174813 


Seq. ID 


jC-atXLIB327425P2c03al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


53 


E value 


1.0e-20 


Match length 


53 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


174814 


Seq. ID 


jC-atXLIB327425P2d06al 


Method 


BLASTX 


NCBI GI 


g3688186 


BLAST score 


198 


E value 


3.0e-15 


Match length 


51 


% identity 


78 


NCBI Description 


(AL031804) putative protein [Arabidopsis thaliana] 


Seq. No. 


174815 


Seq. ID 


jC-atXLIB327425P2dl2al 


Method 


BLASTN 


NCBI GI 


g3367567 


BLAST score 


168 


E value 


1.0e-89 


Match length 


253 


% identity 


90 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F8D20 




(ESSAII project) 


Seq. No. 


174816 



24060 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327 4 25P2el2al 

BLASTN 

g2462264 

56 

1.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-iike protein, partial 
174817 

jC-atXLIB327425P2gl2al 

BLASTN 

g4580454 

106 

1.0e-52 

184 

90 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 

174818 

jC-atXLIB327 425P3a04al 

BLASTN 

g2104523 

36 

1.0e-10 

68 
90 

Arabidopsis thaliana BAC T10M13 from chromosome IV, from 
10.8 cM to 11.6 cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



174819 

jC-atXLIB327 4 25P3a05bl 

BLASTN 

g2760361 

66 

2.0e-28 

122 
90 

Arabidopsis thaliana 15.9 kDa subunit of RNA polymerase II 
(RPB15.9) mRNA, complete cds 

174820 

jC-atXLIB327425P3a0 6al 

BLASTN 

g2462264 

34 

2.0e-09 

42 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
174821 

jC-atXLIB3274 25P3a08al 

BLASTX 

g2827548 

157 



24061 



# 



E value 
Match length 
% Identity 
NCBI Description 



2.0e-10 

72 

46 

(AL021635) cytochrome P450 
thaliana] 



like protein [Arabidopsis 



Seq. No. 


174822 




Seq. ID 


jC-atXLIB327425P3b02al 




Method 


BLASTN 




NCBI GI 


g2462264 




BLAST score 


50 




E value 


6.0e-19 




Match length 


54 




% identity 


98 




NCBI Description 


Cucumis sativus rtiRNA for patatin-like protein, 


partial 


Seq. No. 


174823 




Seq. ID 


jC-atXLIB327425P3b02bl 




Method 


BLASTN 




NCBI GI 


g2582640 




BLAST score 


49 




E value 


3.0e-18 




Match length 


72 




% identity 


95 




NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine- 


rich splicing 




factor, RSp40 




Seq. No. 


174824 




Seq. ID 


jC-atXLIB327425P3b03al 




Method 


BLASTN 




NCBI GI 


g2462264 




BLAST score 


46 




E value 


1.0e-16 




Match length 


54 




% identity 


96 




NCBI Description 


Cucumis sativus mRNA for patatin— like protein. 


partial 


Seq. No. 


174825 




Seq. ID 


jC-atXLIB327425P3b04bl 




Method 


BLASTN 




NCBI GI 


g4159709 




BLAST score 


135 




E value 


9.0e-70 




Match length 


297 




% identity 


88 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3 


, PI clone: 




MLN21, complete sequence 




Seq. No. 


174826 




Seq. ID 


jC-atXLIB327425P3b05al 




Method 


BLASTN 




NCBI GI 


g2462264 




BLAST score 


41 




E value 


1.0e-13 




Match length 


45 




% identity 


98 




NCBI Description 


Cucumis sativus mRNA for patatin-like protein, 


partial 



24062 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174827 

jC-atXLIB327425P3b07al 

BLASTN 

gl817543 

59 

2.0e-24 

329 
86 

Arabidopsis thaliana mRNA for proline oxidase precursor, 
complete cds 

174828 

jC-atXLIB327425P3b07bl 

BLASTN 

gl817543 

67 

4.0e-29 

189 
85 

Arabidopsis thaliana mRNA for proline oxidase precursor, 
complete cds 

174829 

jC-atXLIB327425P3b08bl 

BLASTN 

g22.24934 

222 

1.0e-121 

347 

90 

Arabidopsis thaliana ethylene-insensitive3 (EIN3) gene, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174830 

jC-atXLIB327425P3c03al 

BLASTN 

g4589434 

125 

9.0e-64 

278 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNJ7, complete sequence 

174831 

jC-atXLIB327425P3c03bl 

BLASTN 

g4589434 

127 

5.0e-65 

147 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNJ7, complete sequence 



Seq. No. 



174832 



24063 



f> 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



jC-atXLIB327425P3c06bl 

BLAST N 

g2582640 

67 

4.0e-29 

78 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174833 

jC-atXLIB327425P3c07bl 

BLASTN 

g2582640 

62 

4.0e-26 

73 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

174834 

jC-atXLIB327425P3c08al 

BLASTN 

g531832 

35 

4.0e-10 

63 

89 

Cloning vector pSport2, complete sequence 
174835 

jC-atXLIB327425P3c08bl 

BLASTN 

g2760165 

34 

2.0e-09 

62 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 

174836 

jC-atXLIB327425P3c09al 

BLASTN 

g4757403 

83 

1.0e-38 

293 
87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJL12, complete sequence 

174837 

jC-atXLIB327 425P3d02al 

BLASTN 

g2462264 



24064 
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45 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA 




for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 

ncbi'gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



174838 

jC-atXLIB327425P3d03al 

BLASTN 

g2462264 

52 

4.0e-20 

56 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



174839 

jC-atXLIB327425P3d05bl 

BLASTN 

g2582640 

52 

4.0e-20 

75 

95 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



174840 

jC-atXLIB327425P3d06al 

BLASTN 

g2462264 

50 

6.0e-19 

54 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174841 

jC-atXLIB327425P3d06bl 

BLASTX 

g3288821 

239 

6.0e-20 

133 

43 

(AFO 63901) alanine rglyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1__AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

174842 

jC-atXLIB327425P3dl2al 

BLASTN 

g4589950 

66 

2.0e-28 
346 



24065 



% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

Arabidopsis thaliana chromosome II BAC T28P16 genomic 
sequence, complete sequence 

174843 

jC-atXLIB327425P3e0 6al 

BLASTN 

g2462264 

33 

7.0e-09 

41 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
174844 

jC-atXLIB327425P3e07bl 

BLASTN 

gl6323 

107 

6.0e-53 

138 

99 

A. thaliana H3 gene 1 and H3 gene 2 for H3.3-like histone 
variant 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174845 

jC-atXLIB327425P3e09al 

BLASTX 

g4584525 

326 

3.0e-30 

63 

98 

(AL049607) 
thaliana] 



protein phosphatase 2C-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174846 

jC-atXLIB327425P3f02al 

BLASTN 

g2462264 

56 

1.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



174847 

jC-atXLIB327425P3f03al 

BLASTN 

g3511222 

80 

7.0e-37 

256 
89 

Arabidopsis thaliana plant adhesion molecule 1 
complete cds 



(PAM1) mRNA, 



24066 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174848 

jC-atXLIB327425P3f06al 

BLASTN 

g4589438 

218 

1.0e-119 

355 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQJ2, complete sequence 

174849 

jC-atXLIB327425P3f07al 

BLASTN 

g2462264 

37 

3.0e-ll 

41 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
174850 

jC-atXLIB327425P3f08al 

BLASTN 

g2462264 

54 

2.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
174851 

jC-atXLIB3274 25P3f08bl 

BLASTN 

g2582640 

62 

4.0e-26 

73 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174852 

jC-atXLIB327425P3g02al 

BLASTN 

g2462264 

53- 

9.0e-21 

57 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



174853 

jC-atXLIB327425P3g04bl 

BLASTX 

g4587569 

357 



24067 



E value 
Match length 
% identity 
NCBI Description 



# 



1.0e-55 

135 
83 

(AC006550) Identical to gb_U12536 3-methylcrotonyl-CoA 
carboxylase precursor protein from Arabidopsis thaliana. 
ESTs gb_H35836, gb_AA651295 and gb_AA721862 come from this 
gene 



Seq. No. 


174854 


Seq. ID 


jC-atXLIB327425P3g05al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


57 


E value 


4 . Oe-23 


Match length 


65 


% identity 


97 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


174855 


Seq. ID 


jC-atXLIB327 4 25P3g06al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


46 


E value 


1.0e-16 


Match length 


50 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for patatin-like ] 


Seq. No. 


174856 


Seq. ID 


jC-atXLIB327425P3g06bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


42 


E value 


4.0e-14 


Match length 


62 


% identity 


94 


NCBI Description 


Arabidopsis thaliana mRNA for arginine 




factor, RSp40 

- 


Seq. No. 


174857 


Seq. ID 


jC-atXLIB327425P3g07bl 


Method 


BLASTN 


NCBI GI 


g4455290 


BLAST score 


150 


E value 


1.0e-78 


Match length 


332 


% identity 


87 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, 




(ESSAII project) 


Seq. No. 


174858 


Seq. ID 


jC-atXLIB327425P3g08bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


38 


E value 


7.0e-12 


Match length 


62 



F18A5 



24068 



# 



% identity 

NCBI Description 



Seq. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174859 

jC-atXLIB327425P3gllbl 

BLASTN 

g2582640 

55 

5.0e-22 

63 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174860 

jC-atXLIB327425P3h02bl 

BLASTN 

g3941523 

40 

5.0e-13 

44 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

174861 

jC-atXLIB327425P3h04bl 

BLASTX 

g2773270 

132 

6.0e-23 

141 

57 

(AF039851) 
max] 



f erredoxin-dependent glutamate synthase [Glycine 



Seq. No. 

Se'q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174862 

jC-atXLIB327425P3h06al 

BLASTN 

g4519791 

75 

7.0e-34 

206 

89 

Arabidopsis thaliana mRNA for Aspl, 



complete cds 



174863 

jC-atXLIB327425P3h07al 

BLASTN 

g2462264 

35 

4.0e-10 

51 
92 

Cucumis sativus mRNA for patatin-like protein, partial 



24069 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174864 

jC-atXLIB327425P3h08bl 

BLASTX 

g3608261 

199 

3.0e-15 

55 
69 

(AB017564) dof zinc finger protein [Arabidopsis thaliana] 
174865 

jC-atXLIB327425P3h09bl 

BLASTX 

g399091 

73 

5.0e-15 

87 
60 

PYROPHOSPHATE-ENERGIZED VACUOLAR MEMBRANE PROTON PUMP 
(PYROPHOSPHATE-ENERGIZED INORGANIC PYROPHOSPHATASE) 

(H+-PPASE) >gi_282878_pir A38230 inorganic pyrophosphatase 

(EC 3.6.1.1), H+-translocating pyrophosphate-energized - 

Arabidopsis thaliana >gi_166634 (M81892) vacuolar 

H+-phosphatase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



174866 

jC-atXLIB327425P4e03bl 

BLASTX 

g3250738 

182 

3.0e-19 

71 
75 

(AJ224338) shaggy-like kinase beta [Arabidopsis thaliana] 
174867 

jC-atXLIB327426Pla03al 

BLASTN 

g540252 

35 

5.0e-10 

39 
97 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
174868 

jC-atXLIB32742 6Pla03bl 

BLASTN 

g886433 

100 

9.0e-49 

313 
86 

A. thaliana mRNA for ARP protein 
174869 

jC-atXLIB3274 26Pla05bl 



24070 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

g2351G69 

33 

9.0e-09 

101 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSR12, complete sequence [Arabidopsis thaliana] 



174870 

jC-atXLIB327426Pla08al 

BLASTN 

g2833627 

47 

3.0e-17 

75 
91 

Arabidopsis thaliana chromosome 1 
sequence [Arabidopsis thaliana] 



PI clone 



BAC F1707 complete 



174871 

jC-atXLIB327426Plb02al 

BLASTN 

g2462264 

38 

8.0e-12 

46 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
174872 

jC-atXLIB327426Plb05bl 

BLASTN 

g4106527 

38 

9.0e-12 

70 
51 

Mus musculus Pontin52 mRNA, complete cds 
174873 

jC-atXLIB327426Plb07al 

BLASTN 

g4006885 

72 

4.0e-32 

215 
88 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

174874 

jC-atXLIB327 426Plb08al 

BLASTN 

g3849811 

41 

1.0e-13 



24071 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 
88 

Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174875 

jC-atXLIB327426Plb08bl 

BLASTN 

g3849811 

116 

2.0e-58 

371 

90 

Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174876 

jC-atXLIB327426Plbl0bl 

BLASTN 

g2828278 

54 

2.0e-21 

82 
91 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 

174877 

jC-atXLIB327426Plc03al 

BLASTN 

g540252 

43 

8.0e-15 

43 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
174878 

jC-atXLIB327426Plc03bl 

BLASTX 

g2062164 

83 

1.2e-01 

100 

26 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length' 

% identity 

NCBI Description 



174879 

jC-atXLIB327426Plc07al 

BLASTX 

g4138855 

245 

1.0e-20 

76 
64 

(AF098072) IMMUTANS [Arabidopsis thaliana] 



24072 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174880 

jC-atXLIB327426Plc07bl 

BLASTX 

g4138855 

332 

1.0e-38 

106 

82 

(AF098072) IMMUTANS [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174881 

jC-atXLIB327426Plcllal 

BLASTN 

g4538918 

99 

3.0e-48 

278 
90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20B18 
{ESSA project) 

174882 

jC-atXLIB327426Plcllbl 

BLASTN 

g4538918 

182 

1.0e-97 

283 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20B18 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174883 

jC-atXLIB327426Pld02al 

BLASTX 

gl076675 

389 

2.0e-37 

87 
80 

ubiquinol — cytochrome-c 
protein - potato 



reductase (EC 1.10.2.2) iron-sulfur 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174884 

jC-atXLIB3274 26Pld02bl 

BLASTX 

g586145 

98 

6.0e-35 
149 

60 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN) (RISP) 
>gi_4 8884 8_emb_CAA558 94_ (X79332) Rieske iron sulphur 
protein [Solanum tuberosum] 



24073 



f> 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174885 

jC-atXLIB327426Pld04al 

BLASTN 

g540252 

39 

2.0e-12 

39 

100 

Cloning vector pSVSportl beta-lactamase -gene, complete cds 
174886 

jC-atXLIB327426Pld07al 

BLASTN 

g3402745 

90 

7.0e-43 

207 
88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18E5 
(ESSAII project) 

174887 

jC-atXLIB327426Pld07bl 

BLASTN 

g4455262 

51 

2.0e-19 

152 
91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17L22 
{ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174888 

jC-atXLIB327426Pld08al 

BLASTX 

gll72817 

54 

2.0e-19 

84 
62 

60S RIBOSOMAL PROTEIN L11B (L16B) >gi_55054 7__emb_CAA57396_ 
(X81800) ribosomal protein L16 [Arabidopsis thaliana] 
>gi_4539392_emb_CAB37458.1_ (AL035526) ribosomal protein 
Lll, cytosolic [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174889 

jC-atXLIB327426Pld09al 

BLASTN 

g4835223 

124 

4.0e-63 

291 
93 

Arabidopsis thaliana DNA chromosome 3, BAC clone F18B3 
(ESSA project) 



Seq. No. 



174890 



24074 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327426Pldllal 

BLASTX 

g2262176 

212 

9.0e-17 

61 

67 

(AC002329) putative RING zinc-finger protein [Arabidopsis 
thaliana] >gi_3790573 (AF078824) RING-H2 finger protein 
RHA3a [Arabidopsis thaliana] 

174891 

jC-atXLIB327426Pldllbl 

BLASTX 

g2262176 

376 

4.0e-36 

111 

72 

(AC002329) putative RING zinc-finger protein [Arabidopsis 
thaliana] >gi_3790573 (AF078824) RING-H2 finger protein 
RHA3a [Arabidopsis thaliana] 

174892 

jC-atXLIB327426Pldl2bl 

BLASTN 

g3766106 

40 

5.0e-13 

44 
98 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 

174893 

jC-atXLIB32742 6Ple01bl 

BLASTN 

g4039151 

37 

2.0e-ll 

81 
88 

Arabidopsis thaliana low temperature and salt responsive 
protein LTI6B (lti6b) and low temperature and salt 
responsive protein LTI6A (lti6a) genes, complete cds 

174894 

jC-atXLIB327426Ple02al 

BLASTN 

g2980757 

49 

2.0e-18 

353 
90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 



24075 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174895 

jC-atXLIB327426Ple03al 

BLASTN 

g4678291 

76 

2.0e-34 

243 

86 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F28P10 



174896 

jC-atXLIB327426Ple04bl 

BLASTN 

g2582640 

56 

2.0e-22 

56 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174897 

jC-atXLIB327426Ple06al 

BLASTN 

g4589409 

79 

2.0e-36 

274 
90 

Arabidopsis thaliana genomic 
F17P19, complete sequence 



DNA, chromosome 5, PI clone: 



174898 

jC-atXLIB327426Ple06bl 

BLASTN 

g2582640 

39 

2.0e-12 

47 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



174899 

jC-atXLIB327426Ple07bl 

BLASTN 

g3449329 

73 

1.0e-32 

154 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDH9, complete sequence [Arabidopsis thaliana] 

174900 

jC-atXLIB327426Ple09al 



PI clone: 



24076 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 

Method 
NCBI GI 



BLASTN 

g4567237 

127 

6.0e-65 

367 
86 

Arabidopsis thaliana chromosome II BAC T22F11 genomic 
sequence, complete sequence 



174901 

jC-atXLIB327426Plf05bl 

BLASTN 

gl6375 

53 

1.0e-20 

85 
93 

A. thaliana gene (LHCP AB 140) 
protein 



for chlorophyll a/b binding 



174902 

jC-atXLIB3274 26Plf06al 

BLASTN 

g3849811 

40 

6.0e-13 
44 

98 

Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174903 

jC-atXLIB327426Plf08al 

BLASTN 

gl019903 

115 

9.0e-58 

287 
88 

Arabidopsis thaliana cell division cycle protein (CDC48) 
mRNA, complete cds 

174904 

jC-atXLIB327426Plf09al 

BLASTN 

g3449321 

206 

1.0e-112 

369 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTG10, complete sequence [Arabidopsis thaliana] 

174905 

jC-atXLIB327426Plg01bl 

BLASTN 

g3869065 



24077 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



60 

6.0e-25 

84 

93 

Arabidopsis thaliana genomic DNA, chromosome 5 f TAC clone: 
K24M7, complete sequence [Arabidopsis thaliana] 

174906 

jC-atXLIB327426Plg02al 

BLASTX 

g!523796 

361 

2.0e-34 

81 
86 

(X97864) cytochrome P450 [Arabidopsis thaliana] 
174907 

jC-atXLIB327426Plg06al 

BLASTN 

g2226430 

33 

5.0e-09 

37 
97 

Mus saxicola haptoglobin mRNA, complete cds 
174908 

jC-atXLIB327426Plg06bl 

BLASTX 

g2244837 

183 

1.0e-13 

96 

48 

(Z97337) proteasome chain protein [Arabidopsis thaliana] 
>gi_2511572_emb_CAA73618.1_ (Y13175) multicatalytic 
endopeptidase [Arabidopsis thaliana] >gi_3421114 (AF043535) 
20S proteasome beta subunit PBD2 [Arabidopsis thaliana] 

174909 

jC-atXLIB327426Plgl0al 

BLASTN 

g531828 

35 

5.0e-10 

39 

97 

Cloning vector pSportl, complete cds 
174910 

jC-atXLIB327426Plh02al 

BLASTN 

g2618677 

148 

2.0e-77 

362 



24078 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana BAC F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

174911 

jC-atXLIB327426Plhl2bl 

BLASTN 

g2088638 

89 

3.0e-42 

325 
94 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174912 

jC-atXLIB327426P2a06al 

BLASTN 

g4220633 

86 

1.0e-40 

208 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K7J8, complete sequence [Arabidopsis thaliana] 

174913 

jC-atXLIB327 426P2a07al 

BLASTN 

g643089 

152 

4.0e-80 
255 
89 

A. thaliana mRNA for NADH: 
I) 



ubiquinone oxidoreductase (complex 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174914 

jC-atXLIB327426P2a08bl 

BLASTX 

g3540185 

239 

1.0e-19 

108 
51 

(AC004122) Highly Similar to branched-chain amino acid 
aminotransferase [Arabidopsis thaliana] 

174915 

jC-atXLIB327426P2allal 

BLASTN 

g2832667 

110 

6.0e-55 

192 
98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T10I14 



24079 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ESSAII project) 
174916 

jC-atXLIB327426P2al2bl 

BLASTN 

g4678315 

48 

1.0e-17 

169 
91 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



174917 

jC-atXLIB327426P2b06al 

BLASTN 

g414340 

133 

1.0e-68 

203 
90 

A. thaliana rd21A gene for thiol protease, 



T17F15 



complete cds 



174918 

jC-atXLIB327426P2bl2al - - 

BLASTN 

g3869069 

255 

1.0e-141 

267 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MEB5, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



174919 

jC-atXLIB327426P2c02bl 

BLASTX 

g3219267 

115 

3.0e-34 

166 
59 

(AB015313) MAP kinase kinase 2 [Arabidopsis thaliana] 
174920 

jC-atXLIB327426P2d01bl 

BLASTX 

g3687237 

67 

2.0e-15 

108 
48 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

174921 

jC-atXLIB327426P2e01bl 



24080 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2582640 

46 

9.0e-17 

62 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174922 

jC-atXLIB327 42 6P2e02al 

BLASTN 

g540252 

44 

1.0e-15 

48 

98 

Cloning vector pSVSportl bet a- lactamase gene, complete cds 
174923 

jC-atXLIB327 426P2e07al 

BLASTN 

gl408472 

214 

1.0e-117 - 

234 

98 

Arabidopsis thaliana actin depolymerizing factor 2 
mRNA, complete cds 

174924 

jC-atXLIB327426P2f01al 
BLASTN 
g2290120 
45 

4.0e-16 
49 
98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



(AtADF2 } 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



174925 

jC-atXLIB327426P2f02al 

BLASTN 

g2288979 

144 

3.0e-75 

256 

90 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174926 

jC-atXLIB327426P2g01bl 

BLASTX 

gll74162 

152 



24081 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



7.0e-63 

141 

82 

(U44976) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquit in-con jugating-like enzyme [Arabidopsis thaliana] 
174927 

jC-atXLIB327426P2g02al 

BLASTN 

g2462264 

48 

5.0e-18 

52 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174928 

jC-atXLIB327 426P2g02bl 

BLASTN 

g4519188 

288 

1.0e-161 

507 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21L19, complete sequence 

174929 

jC-atXLIB327426P2g07al 

BLASTN 

g4757404 

97 

3.0e-47 

206 

85 

Arabidopsis thaliana genomic DNA f chromosome 3, PI clone: 
MLJ15, complete sequence 

174930 

jC-atXLIB327426P2g08bl 

BLASTN 

g2582640 

56 

1.0e-22 

71 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174931 

jC-atXLIB327426P2g09al 

BLASTX 

gl31398 

149 

1.0e-09 

43 



24082 




% identity 72 

NCBI Description PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II I0K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA39441_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37 616, 
gb_T41858 f gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb__Z17592 and gbJN65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174932 

jC-atXLIB327426P2g09bl 

BLASTX 

gl31398 

283 

2.0e-35 

105 

81 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi__72714j?ir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi_16447_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb_X55970. ESTs gb_Z17693, gb_N37616, 
gbJT41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N374 66 and gb_T45400 
come from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174933 

jC-atXLIB327 426P2h02al 

BLASTN 

g2252848 

95 

5.0e-46 

147 

93 

Arabidopsis thaliana BAC TM018A10 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174934 

jC-atXLIB327 426P2h02bl 

BLASTN 

g2252848 

169 

6.0e-90 

388 
85 

Arabidopsis thaliana BAC TM018A10 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



174935 

jC-atXLIB3274 2 6P2h03al 

BLASTN 

g2739359 

180 

1.0e-96 

244 

95 



24083 



NCBI Description Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST -score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174936 

jC-atXLIB327 426P2h06al 

BLASTN 

g3510341 

170 

9.0e-91 

226 
60 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MFC16, complete sequence [Arabidopsis thaliana] 



PI clone: 



174937 

jC-atXLIB327426P3a01al 

BLASTN 

g4587641 

376 

0.0e+00 

388 

99 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

174938 

jC-atXLIB327426P3a06al 

BLASTN 

g3894179 

101 

2.0e-49 

335 
89 

Arabidopsis thaliana chromosome II BAC F13H10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174939 

jC-atXLIB327426P3b01al 

BLASTN 

g3043414 

91 

2.0e-43 

209 

89 

Arabidopsis thaliana mRNA for At-hsc70-3 protein 
174940 

jC-atXLIB327426P3b06al 

BLASTX 

g 4544409 

257 

4.0e-22 

51 
96 

(AC006955) putative transcription factor [Arabidopsis 
thaliana] >gi_4 585920_gb_AAD25580 . 1_AC007211_2 (AC007211) 
putative scarecrow homolog [Arabidopsis thaliana] 



24084 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174941 

jC-atXLIB327426P3c04al 

BLASTX 

g2252825 

346 

2.0e-32 

64 

100 

(AF013293) Similar to transmembrane protein; coded for by 
A. thaliana cDNA H37 637; coded for by A. thaliana cDNA 
T41850; coded for by A. thaliana cDNA T13717; coded for by 
A. thaliana cDNA T04371; coded for by A. thaliana cDNA 
T43789; coded 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174942 

jC-atXLIB327 42 6P3c05al 

BLASTN 

g4105695 

313 

1.0e-176 

384 
96 

Arabidopsis thaliana beta tubulin 1, thaumatin-like protein 
(TL1), small hydrophobic protein, receptor kinase 
( CLAVATA1 ) , and antifungal protein (PDF1.1) genes, complete 

cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174943 

jC-atXLIB327 426P3d06al 

BLASTN 

g3928074 

341 

0.0e+00 

369 

98 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174944 

jC-atXLIB327426P3d09al 

BLASTN 

g540252 

46 

1.0e-16 

58 
95 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



174945 

jC-atXLIB327426P3f01al 

BLASTX 

g2347192 

149 

1.0e-25 

69 
87 



24085 



# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002338) 
thaliana] 



spliceosomal protein U2B isolog [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174946 

jC-atXLIB327426P3f02al 

BLASTX 

g4506635 

258 

3.0e-22 

76 

66 

ribosomal protein L32 >gi_132886__sp_P02433_RL32_HUMAN 60S 

RIBOSOMAL PROTEIN L32 >gi_71335_pir R5HU32 ribosomal 

protein L32 - human >gi_71336_pir R5MS32 ribosomal protein 

L32 - mouse >gi_71337_pir R5RT32 ribosomal protein L32 - 

rat >gi_36132_emb_CAA27048_ (X03342) rpL32 (aa 1-135) [Homo 
sapiens] >gi_57117_emb_CAA297 77_ (X06483) ribosomal protein 
L32 [Rattus norvegicus] >gi_200781 (K02060) ribosomal 

protein L32-3A [Mus musculus] >gi_226004_prf 1405339A 

ribosomal protein L32 [Rattus norvegicus] 



174947 

jC-atXLIB327426P3f03al 

BLASTN 

g540252 

52 

3.0e-20 

52 

100 

Cloning vector pSVSportl beta-lactamase gene, 



complete cds 



174948 

jC-atXLIB327426P3f04al 

BLASTN 

g540252 

52 

3.0e-20 

52 

100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
174949 

jC-atXLIB327426P3h02al 

BLASTN 

g2290120 

57 

2.0e-23 

65 

97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



174950 

jC-atXLIB32742 6P3h05al 

BLASTN 

g2656031 

189 



24086 



E value 
Match length 
% identity 
NCBI Description 



1.0e-102 

252 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 174951 

Seq. ID jC-atXLIB327426P3h06al 

Method BLASTN 

NCBI GI g531828 

BLAST score 55 

E value 5.0e-22 

Match length 63 

% identity 97 

NCBI Description Cloning vector pSportl, complete cds 

Seq. No. 174952 

Seq. ID jC-atXLIB327426P3h06bl 

Method BLASTN 

NCBI GI g2582640 

BLAST score 57 

E value 3.0e-23 

Match length 71 

% identity 96 

NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

Seq. No. 174953 

Seq. ID jC-atXLIB327426P3h07al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 45 

E value 5.0e-16 

Match length 4 9 

% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174954 

jC-atXLIB327426P3h09al 

BLASTN 

g531828 

55 

5.0e-22 

63 

97 

Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174955 

jC-atXLIB327426P4a05al 

BLASTN 

g3766106 

65 

6.0e-28 

105 

90 

Arabidopsis thaliana chromosome 1 BAC E9K20 
complete sequence [Arabidopsis thaliana] 



sequence, 



24087 



Seq. No. 174956 

Seq. ID jC-atXLIB327426P4al0al 

Method BLASTN 

NCBI GI g24 62264 

BLAST score 40 

E value 6.0e-13 

Match length 52 

% identity 94 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 174957 

Seq. ID jC-atXLIB327426P4b07al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 51 

E value 1.0e-19 

Match length 51 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 174958 

Seq. ID jC-atXLIB327426P4b08al 

Method BLASTN 

NCBI GI g531828 

BLAST score 50 

E value 6.0e-19 

Match length 73 

% identity 92 

NCBI Description Cloning vector pSportl, complete cds 

Seq. No. 174959 

Seq. ID jC-atXLIB327426P4b09al 

Method BLASTN 

NCBI GI g531828 

BLAST score 50 

E value 5.0e-19 

"Match length 65 

% identity 95 

NCBI Description Cloning vector pSportl , complete cds 

Seq. No. 174960 

Seq. ID jC-atXLIB327426P4c01al 

Method BLASTN 

NCBI GI gl6266 

BLAST score 64 

-'E value 3.0e-27 

Match length 183 

% identity 91 

NCBI Description A.thaliana mRNA for Eli3-1 

Seq. No. 174961 

Seq. ID jC-atXLIB327426P4c02al 

Method * BLASTN 

NCBI GI g2462264 

BLAST score 47 

E value 4.0e-17 



24088 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174962 

jC-atXLIB327 4 2 6P4cl0al 

BLASTN 

g2252471 

106 

2.0e-52 

222 

87 

Arabidopsis thaliana mRNA for argininosuccinate lyase 
174963 

jC-atXLIB327426P4d01al 

BLASTN 

g2462264 

45 

5.0e-16 

49 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174964 

jC-atXLIB327 426P4d02al 

BLASTN 

g2290120 

47 

3.0e-17 

51 
98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

174965 

jC-atXLIB327426P4d03al 

BLASTN 

g3241916 

61 

2.0e-25 

133 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15N18, complete sequence [Arabidopsis thaliana] 

174966 

jC-atXLIB327426P4d05al 

BLASTN 

g3510344 

78 

1.0e-35 
321 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJG14, complete sequence [Arabidopsis thaliana] 



24089 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
■NCBI Description 



174967 

jC-atXLIB327426P4d06al 

BLASTN 

g3928074 

95 

7.0e-46 

135 

93 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174968 

jC-atXLIB32742 6P4d08al 

BLASTN 

g2529657 

60 

6.0e-25 

64 

98 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174969 

jC-atXLIB327 4 2 6P4d09al 

BLASTN 

g2290120 

50 

6.0e-19 

65 
95 

HIV-1 strain M02 from USA, 
gene, partial cds 



envelope glycoprotein (env) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174970 

jC-atXLIB32742 6P4e01al 

BLASTN 

g4691223 

74 

3.0e-33 

133 

89 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F4F15 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174971 

jC-atXLIB327426P4e03al 

BLASTN 

g2252823 

113 

2.0e-56 

189 
94 

Arabidopsis thaliana BAC IG005I10 



Seq. No. 
Seq. ID 
Method 



174972 

jC-atXLIB32742 6P4e06al 
BLASTN 



24090 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3241923 
109 

4.0e-54 

137 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMN10, complete sequence [Arabidopsis thaliana] 

174973 

jC-atXLIB327426P4e08al 

BLAST N 

g4519188 

67 

4.0e-29 

123 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21L19, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



174974 

jC-atXLIB327426P4e09al 

BLASTN 

g2290120 

54 

2.0e-21 

66 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

174975 

jC-atXLIB327426P4el0al 

BLASTN 

g4559344 

158 

2.0e-83 

226 
93 

Arabidopsis thaliana chromosome II BAC F27C12 genomic 
sequence, complete sequence 

174976 

jC-atXLIB327426P4f03al 

BLASTN 

g531828 

48 

9.0e-18 

52 
98 

Cloning vector pSportl, complete cds 
174977 

jC-atXLIB327 426P4f08al 

BLASTN 

g606969 

110 

9.0e-55 



24091 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



258 
91 

Arabidopsis thaliana cytoplasmic ribosomal protein L18 
mRNA, complete cds 

174978 

jC-atXLIB32742 6P4f09al 

BLASTN 

g2244991 

87 

5.0e-41 

119 

98 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

174979 

jC-atXLIB327426P4g03al 

BLASTN 

g531828 

46 

2.0e-16 

65 
94 

Cloning vector pSportl, complete cds 
174980 

jC-atXLIB327 42 6P4g05al 

BLASTN 

gl405439 

74 

3.0e-33 

105 

93 

A. thaliana mRNA for SRG3 protein, 5 T 



174981 

jC-atXLIB327426P4g08al 

BLASTN 

g4678340 

100 

8.0e-49 

160 

92 

Arabidopsis thaliana DNA chromosome 3, 
(ESSA project) 



BAC clone T29H11 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174982 

jC-atXLIB3274 2 6P4gl2al 

BLASTN 

g2290120 

54 

2.0e-21 

66 

97 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



24092 



Seq. No. 


174983 


Seq. ID 


jC-atXLIB327426P4h01al 


Method 


rjT 7\ QTNT 
DijiiO I IN 


NCBI GI 


g531828 


BLAST score 


39 


E value 


2.0e-12 


Match length 


47 


% identity 


96 


NCBI Description 


Cloning vector pSportl 


Seq. No. 


174984 


Seq, ID 


jC-atXLIB327426P4h02al 


Method 


BLASTN 




rrOO Qf)1 9 0 


BLAST score 


42 


E value 


4.0e-14 


Match length 


61 


% identity 


94 


NCBI Description 


HIV-1 strain M02 from 




gene, partial cds 


Seq. No. 


174985 


Seq. ID 


jC-atXLIB327426P4h03al 


Method 


BLASTN 


NCBI GI 


g343501 


BLAST score 


117 


E value 


6.0e-59 


Match length 


246 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



87 

Tobacco chloroplast 23S and 4 . 5S rRNA genes 
174986 

jC-atXLIB327426P4h05al 

BLASTN 

g2290120 

40 

6.0e-13 

44 

98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

174987 

jC-atXLIB327426P4h06al 

BLASTN 

g2462264 

48 

9.0e-18 

52 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
174988 

jC-atXLIB327426P4h08al 

BLASTN 

g2529657 



24093 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



100 

8.0e-49 

128 
95 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

174989 

jC-atXLIB3274 26P4h09al 

BLASTN 

g531828 

50 

6.0e-19 

65 

95 

Cloning vector pSportl, complete cds 
174990 

jC-atXLIB327426P4hl2al 

BLASTN 

g2462264 

36 

1.0e-10 

44 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
174991 

jC-atXLIB327 427Pla02bl 

BLASTN 

g2582640 

57 

3.0e-23 

80 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

174992 

jC-atXLIB327427Pla04a2 

BLASTN 

g4589435 

170 

1.0e-90 

440 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOE17, complete sequence 

174993 

jC-atXLIB327427Pla07bl 

BLASTN 

g2582640 

48 

1.0e-17 

76 
91 



24094 



NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

.NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174994 

jC-atXLIB327427Plal0a2 

BLASTX 

g2459421 

273 

5.0e-24 

72 
76 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

174995 

jC-atXLIB327427Plallbl 

BLASTN 

g3402747 

64 

2.0e-27 

92 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K22 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174996 

jC-atXLIB327 427Pla!2a2 

BLASTX 

gl6374 

357 

8.0e-34 

84 

80 

(X03908) chlorophyll a/b binding protein (LHCP AB 180) 
[Arabidopsis thaliana] 

174997 

jC-atXLIB327427Plal2bl 

BLASTN 

gl6367 

65 

6.0e-28 

77 

96 

A. thaliana gene (LHCP AB 165) for chlorophyll a/b binding 
protein 

174998 

jC-atXLIB3274 27Plb08bl 

BLASTN 

g2582640 

57 

3.0e-23 

81 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



24095 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174 999 

jC-atXLIB327 427Plc01bl 

BLASTX 

g3150416 

216 

3.0e-17 

89 
56 

(AC004165) 
thaliana] 



putative protein kinase, 5 f partial [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175000 

jC-atXLIB327427Plc03a2 

BLASTN 

g540252 

50 

5.0e-19 

50 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175001 

jC-atXLIB327427Plc04a2 

BLASTN 

g2264317 

268 

1.0e-149 

280 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUG13, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 


175002 


Seq. ID 


jC-atXLIB327427Pld08bl 


Method 


BLASTN 


NCBI GI 


g540558 


BLAST score 


33 


E value 


6.0e-09 


Match length 


111 


% identity 


86 


NCBI Description 


A. thaliana RCI1A mRNA 


Seq. No. 


175003 


Seq. ID 


jC-atXLIB327427Ple01bl 


Method 


BLASTN 


NCBI GI 


gl6228 


BLAST score 


89 


E value 


3.0e-42 


Match length 


112 


% identity 


96 


NCBI Description 


A. thaliana cor 4 7 mRNA 


Seq. No. 


175004 


Seq. ID 


jC-atXLIB327427Ple04bl 


Method 


BLASTN 


NCBI GI 


g2582640 



24096 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

1.0e-26 

75 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175005 

jC-atXLIB327427Plel0bl 

BLASTN 

g2582640 

52 

2.0e-20 

56 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175006 

jC-atXLIB327427Plf03bl 

BLASTN 

g4220635 

141 

3.0e-73 

245 

92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDB19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



175007 

jC-atXLIB327427Plfl2a2 

BLASTX 

g2494610 

329 

1.0e-30 

92 
74 

CELL DIVISION PROTEIN FTSZ CHLOROPLAST HOMOLOG PRECURSOR 
>gi_1079732 (U39877) cpFtsZ [Arabidopsis thaliana] 

175008 

jC-atXLIB327427Plg03a2 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
175009 

jC-atXLIB327427Plg05bl 

BLASTN 

g4757662 

115 

1.0e-57 

331 



24097 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

175010 

jC-atXLIB327 427Plg07bl 

BLASTX 

g3193320 

308 

5.0e-28 

158 
51 

(AF069299) contains similarity to the subtilase family of 
serine proteases (Pfam: subtilase .hmm, score: 47.57); 
strong similarity to Cucumis melo (muskmelon) cucumisin 
(GB:D32206) [Arabidopsis thaliana] 

175011 

jC-atXLIB327427Plg09bl 

BLASTN 

g3860243 

103 

8.0e-51 

127 
95 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175012 

jC-atXLIB327427Plh01a2 

BLASTN 

g2462264 

40 

5.0e-13 

44 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
175013 

jC-atXLIB327427Plh06a2 

BLASTN 

g2462264 

57 

4.0e-23 

57 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
175014 

jC-atXLIB327427Plhlla2 

BLASTN 

g2462264 

40 

5.0e-13 

44 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



24098 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175015 

jC-atXLIB327 427P2a08al 

BLASTN 

g2462264 

47 

3.0e-17 

55 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
175016 

jC-atXLIB327427P2a09al 

BLASTN 

g531828 

48 

8.0e-18 

63 
95 

Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175017 

jC-atXLIB327427P2a09bl 

BLASTN 

g2582640 

49 

2.0e-18 

72 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175018 

jC-atXLIB327 427P2al0al 

BLASTN 

g531828 

50 

6.0e-19 

66 
94 

Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



175019 

jC-atXLIB327427P2allal 

BLASTN 

g2462264 

45 

3.0e-16 

49 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
175020 

jC-atXLIB327427P2b01al 

BLASTN 

g2290120 

54 



24099 



f> 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-21 

66 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



175021 

jC-atXLIB327427P2b03al 

BLAST N 

g540252 

38 

8.0e-12 

38 
100 

Cloning vector pSVSportl beta-lactamase gene, 



complete cds 



175022 

jC-atXLIB327427P2b08bl 

BLAST N 

g2582640 

59 

2.0e-24 

59 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

175023 

jC-atXLIB327427P2c01al 

BLASTX 

gll70215 

207 

3.0e-16 

44 
91 

DELTA- AMINOLEVULINIC ACID DEHYDRATASE PRECURSOR 
(PORPHOBILINOGEN SYNTHASE) (ALDH) (ALAD) 

>gi_805062_emb_CAA40974_ (X57842) porphobilinogen synthase 
[Spinacia oleracea] 

175024 

jC-atXLIB327427P2c03bl 

BLASTN 

g2582640 

53 

9.0e-21 

69 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175025 

jC-atXLIB327 4 27P2c08al 

BLASTN 

g2290120 

55 

6.0e-22 



24100 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



67 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

175026 

jC-atXLIB327427P2e08bl 

BLASTN 

g2582640 

60 

5.0e-25 

72 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175027 

jC-atXLIB327427P2g05bl 

BLASTN 

g3241916 

96 

2.0e-46 

340 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15N18, complete sequence [Arabidopsis thaliana] 

175028 

jC-atXLIB327427P2gl0al 

BLASTN 

g2290120 

55 

6.0e-22 

67 

96 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

175029 

jC-atXLIB327427P2gl2al 

BLASTN 

g217850 

321 

1.0e-180 

328 

100 

Arabidopsis thaliana CDC2b gene for p34 protein 
serine/threonine kinase-related protein 

175030 

jC-atXLIB327427P2h01al 

BLASTN 

g2462264 

47 

4.0e-17 
51 

98 



24101 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. 
Seq. 



No. 

ID 



Method 



175031 

jC-atXLIB327427P2h02al 
BLASTN 



NCBI GI 


g3096946 


BLAST score 


280 


E value 


1.0e-156 


Match length 


404 


% identity 


93 


NCBI Description 


Arabidopsis thaliana mRNA for putative cyclic 


nucleotide-regulated ion channel, cngcl 


Seq. No, 


175032 


Seq. ID 


jC-atXLIB327427P2h02bl 


Method 


BLASTN 


NCBI GI 


g3096946 


BLAST score 


56 


E value 


1.0e-22 


Match length 


318 


% identity 


80 


NCBI Description 


Arabidopsis thaliana mRNA for putative cyclic 


nucleotide-regulated ion channel, cngcl 


Seq. No. 


175033 


Seq. ID 


jC-atXLIB327 427P2h03al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


55 


E value 


5.0e-22 


Match length 


67 


% identity 


97 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


175034 


Seq. ID 


jC-atXLIB327427P2h03bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


59 


E value 


2.0e-24 


Match length 


75 


% identity 


95 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine- 




factor, RSp4 0 


Seq. No. 


175035 


Seq. ID 


jC-atXLIB327427P2h04al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


42 


E value 


3.0e-14 


Match length 


50 


% identity 


96 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein 


Seq. No. 


175036 


Seq. ID 


jC-atXLIB327427P2h05bl 



24102 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2618602 

37 

3.0e-ll 

159 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175037 

jC-atXLIB327427P2h06al 

BLASTX 

g730526 

154 

5.0e-10 

81 

44 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_404166_emb_CAA53005_ (X75162) BBC1 protein 
[Arabidopsis thaliana] 

175038 

jC-atXLIB327427P2h08bl 

BLASTN 

g2582640 

36 

7.0e-ll 

60 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175039 

jC-atXLIB327427P2h09al 

BLASTN 

g2462264 

49 

2.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
175040 

jC-atXLIB327427P2hl0bl 

BLASTN 

g2582640 

61 

9.0e-26 

81 

94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 
Method 



175041 

jC-atXLIB327427P2hllal 
BLASTN 



24103 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2264314 
60 

6.0e-25 

128 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQK4 , complete sequence [Arabidopsis thaliana] 



175042 

jC-atXLIB327427P3a03b2 

BLASTN 

g2582640 

41 

2.0e-13 

45 
98 

Arabidopsis thaliana mRNA 
factor, RSp40 



PI clone: 



for arginine/serine-rich splicing 



175043 

jC-atXLIB327427P3a06a2 

BLASTN 

g531828 

33 

7.0e-09 

33 

100 

Cloning vector pSportl, 



complete cds 



175044 

jC-atXLIB327427P3a07b2 

BLASTN 

g4159705 

71 

2.0e-31 

237 
86 

Arabidopsis thaliana genomic DNA, chromosome 3 f PI clone: 
MGD8 , complete sequence 

175045 

jC-atXLIB327427P3al2a2 

BLASTN 

g2462264 

42 

3.0e-14 

46 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
175046 

jC-atXLIB327427P3b03bl 

BLASTX 

g4678349 

211 

1.0e-16 

105 



24104 



% identity 25 

NCBI Description (AL049659) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



175047 

jC-atXLIB327427P3b08a2 

BLASTX 

g4512709 

206 

4.0e-16 

66 
67 

(AC006569) putative photosystem I reaction center subunit 
IV precursor [Arabidopsis thaliana] 



175048 

jC-atXLIB327427P3b08b2 

BLASTN 

gl6131 

135 

9.0e-70 

341 

88 

Arabidopsis thaliana genes for 5. 
18S rRNA fragment 



8S rRNA and 25S rRNA with 



175049 

jC-atXLIB327427P3bl0b2 

BLASTN 

g3132469 

156 

3.0e-82 

357 
94 

Arabidopsis thaliana chromosome II BAC T29F13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175050 

jC-atXLIB327427P3bllb2 

BLASTX 

g2129597 

180 

6.0e-13 

99 

45 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi 1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

175051 

jC-atXLIB327427P3c07bl 

BLASTN 

g2739359 

62 

2.0e-26 

90 
91 



24105 



NCBI Description Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



175052 

jC-atXLIB327427P3c08b2 

BLASTN 

g2582640 

68 

1.0e-29 

75 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175053 

jC-atXLIB327427P3c09bl 

BLASTN 

gl6316 

108 

1.0e-53 

284 
84 

A. thaliana gene for histone Hl-1 
175054 

jC-atXLIB327 427P3cllbl 

BLASTN 

g3869075 

66 

2.0e-28 

80 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXK3, complete sequence [Arabidopsis thaliana] 

175055 

jC-atXLIB327427P3cl2a2 

BLASTN 

g531828 

42 

3.0e-14 

68 

93 

Cloning vector pSportl, complete cds 
175056 

jC-atXLIB327427P3d01a2 

BLASTN 

g531828 

41 

1.0e-13 

45 
98 

Cloning vector pSportl , complete cds 
175057 

jC-atXLIB327 427P3d01b2 



24106 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g2582640 

46 

5.0e-17 

58 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175058 

jC-atXLIB327427P3d02a2 

BLASTN 

g531828 

44 

2.0e-15 

48 
98 

Cloning vector pSportl, complete cds 
175059 

jC-atXLIB327427P3d03al 

BLASTX 

gl076314 

440 

2:0e-43 

91 

95 

cystathionine gamma-lyase {EC 4.4.1.1) 1 - Arabidopsis 
thaliana (fragment) >gi_4 99166_emb_CAA56143_ (X79707) CYS1 
[Arabidopsis thaliana] 

175060 

jC-atXLIB327 427P3d04al 

BLASTN 

g2341023 

71 

2.0e-31 

377 

84 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

175061 

jC-atXLIB327 427P3d04bl 

BLASTN 

g2341023 

40 

5.0e-13 

235 
83 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

175062 

jC-atXLIB327427P3d06bl 

BLASTN 

g2244901 



24107 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

6.0e-16 

56 

95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175063 

jC-atXLIB327427P3d09a2 

BLASTN 

g2290120 

54 

2.0e-21 

65 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175064 

jC-atXLIB327427P3dl0al 

BLASTN 

g4713943 

44 

2.0e-15 

88 

88 

Arabidopsis thaliana chromosome 1 BAC T8K14 sequence, 
complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175065 

jC-atXLIB327427P3dl0bl 

BLASTN 

g4713943 

49 

2.0e-18 

228 
83 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T8K14 sequence, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175066 

jC-atXLIB327427P3dl2a2 

BLASTN 

g2290120 

41 

1.0e-13 

68 
91 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



175067 

jC-atXLIB327427P3e01a2 

BLASTN 

g531828 

41 

1.0e-13 



24108 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



48 
96 

Cloning vector pSportl, complete cds 
175068 

jC-atXLIB327 427P3e02b2 

BLASTN 

g4581161 

153 

2.0e-80 

305 

55 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

175069 

jC-atXLIB327427P3e03bl 

BLASTN 

g4581161 

47 

2.0e-17 

125 

91 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

175070 

jC-atXLIB327 427P3e05bl 

BLASTN 

g510237 

36 

9.0e-ll 

88 
90 

Arabadopsis thaliana Landsberg NT1 mRNA 
175071 

jC-atXLIB327427P3e06al 

BLASTN 

g3603425 

37 

1.0e-ll 

65 

89 

Arabidopsis thaliana rac-like GTP binding protein Aracll 
(Aracll) gene, complete cds 

175072 

jC-atXLIB327427P3e06bl 

BLASTX 

g2435519 

63 

2.0e-17 

90 

65 

(AF024504) similar to mouse MEM3 {GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 



24109 



[Arabidopsis thaliana] 



Seq. No. 

S'eq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175073 

jC-atXLIB327427P3f01a2 

BLASTN 

g2462264 

51 

1.0e-19 
51 

100 

Cucumis sativus mRNA for patatin-like protein, 



partial 



175074 

jC-atXLIB327427P3f01b2 

BLASTX 

g2642159 

373 

8.0e-36 

118 
70 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi_4 151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 

175075 

jC-atXLIB327427P3f02a2 

BLASTN 

g2462264 

46 

1.0e-16 

50 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
175076 

jC-atXLIB327427P3f02b2 

BLASTX 

g2642159 

234 

3.0e-19 

148 
35 

(AC003000) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] >gi_3598958 (AF076484) GDP-mannose 
pyrophosphorylase [Arabidopsis thaliana] >gi__4151925 
(AF108660) CYT1 protein [Arabidopsis thaliana] 

175077 

jC-atXLIB327427P3f03al 

BLASTN 

g2462264 

36 

7.0e-ll 

40 
97 

Cucumis sativus mRNA for patatin-like protein, partial 



24110 



Seq. Tslo. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175078 

jC-atXLIB327427P3f06al 

BLASTN 

g2696018 

126 

2.0e-64 

263 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC9, complete sequence [Arabidopsis thaliana] 

175079 

jC-atXLIB327427P3f06bl 

BLASTN 

g2696018 

86 

2.0e-40 

370 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175080 

jC-atXLIB327427P3f07al 

BLASTN 

g3396078 

160 

1.0e-84 

356 
93 

Arabidopsis thaliana inositol 1, 3, 4-trisphosphate 
5/ 6- kinase mRNA, complete cds 

175081 

jC-atXLIB327427P3f07bl 

BLASTX 

g3660465 

482 

2.0e-48 

146 

68 

(AJ001753) Inositol 1, 3, 4-Trisphosphate 5/6 kinase 
[Arabidopsis thaliana] 

175082 

jC-atXLIB3274 27P3f08al 

BLASTN 

g4589428 

38 

8.0e-12 

82 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MFH8, complete sequence 



Seq. No. 



175083 



24111 



Seq. ID 

Method 

NCBI GI 

BLAST score' 

E value 

Match length 

% identity 

NCBI Description 



jOatXLIB327427P3fl0al , - 

BLASTN 

g468770 

45 

6.0e-16 

97 
87 

A.thaliana genes for chloroplast ribosomal protein L12 and 
tRNA-Pro 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175084 

jC-atXLIB327427P3fl0bl 

BLASTN 

g468770 

47 

3.0e-17 

82 
66 

A.thaliana genes for chloroplast ribosomal protein L12 and 
tRNA-Pro 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175085 

jC-atXLIB327427P3fl2a2 

BLASTN 

g2462264 

53 

8.0e-21 

57 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
175086 

jC-atXLIB327427P3fl2b2 

BLASTN 

g2582640 

47 

4.0e-17 

78 
92 

Arabidopsis thaliana itiRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



175087 

jC-atXLIB327427P3g04al 

BLASTX 

g2738998 

90 

1.4e-02 

83 
42 

(AF022458) CYP98A2p [Glycine max] 
175088 

jC-atXLIB327427P3g04bl 

BLASTX 

g2623303 

551 



24112 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-56 

124 
87 

(AC002409) 



putative cytochrome P450 [Arabidopsis thalianaj 



175089 

jC-atXLIB327427P3g05a2 

BLASTX 

g4249409 

314 

9.0e-29 



73 

(AC006072) 
thaliana] 



putative sugar transporter [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175090 

jC-atXLIB327427P3g09bl 

BLASTX 

g3164140 

132 

4.0e-18 

109 

50 

(D78605) cytochrome P450 monooxygenase 
thaliana] 



175091 

jC-atXLIB327 4 27P3h01b2 

BLASTN 

g531828 

47 

3.0e-17 

67 

94 

Cloning vector pSportl, 



[Arabidopsis 



complete cds 



175092 

jC-atXLIB327427P3h03al 

BLASTN 

g2244747 

38 

5.0e-12 

127 

92 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

175093 

jC-atXLIB327427P3h03bl 

BLASTX 

g4455318 

130 

1.0e-20 

72 
77 

(AL035528) glycine hydroxymethyltransf erase-like protein 



24113 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175094 

jC-atXLIB327427P3h08a2 

BLASTN 

g3341671 

133 

2.0e-68 

408 

90 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175095 

jC-atXLIB327 427P3h08b2 

BLASTN 

g3420042 

291 

1.0e-163 

471 
91 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175096 

jC-atXLIB327 427P3hl0bl 

BLASTX 

g2129597 

205 

2.0e-18 

79 

71 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

175097 

jC-atXLIB327427P3hlla2 

BLASTN 

g531828 

41 

1.0e-13 

45 
98 

Cloning vector pSportl, complete cds 
175098 

jC-atXLIB327427P3hllb2 

BLASTN 

g2582640 

55 

7.0e-22 

74 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



24114 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175099 

jC-atXLIB327427P3hl2bl 

BLASTX 

g4210332 

161 

6.0e-ll 

117 

39 

(AJ223803) 2-oxoglutarate dehydrogenase E2 subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175100 

jC-atXLIB327427P4a04a2 

BLASTN 

g531828 

33 

8.0e-09 

33 

100 

Cloning vector pSportl, complete cds 
175101 

jC-atXLIB327427P4a09al 

BLASTN 

g2351069 

94 

3.0e-45 

259 
61 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSH12 , complete sequence [Arabidopsis thaliana] 



PI clone: 



175102 

jC-atXLIB327427P4a09bl 

BLASTN 

g2351069 

62 

1.0e-26 

108 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSH12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175103 

jC-atXLIB327427P4al2al 

BLASTX 

g2494417 

148 

2.0e-09 

76 

50 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

>gi_1364071_pir S57717 fructose-1, 6-bisphosphatase (EC 

3.1.3.11) - sugarcane hybrid H65-7052 

>gi_8 95909_emb_CAA61409.1_ (X89006) fructose-1, 



24115 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



6-bisphosphatase [Saccharum hybrid cultivar H65-7052] 



175104 

jC-atXLIB327 427P4b01a2 

BLASTN 

g531828 

33 

8.0e-09 

45 

93 

Cloning vector pSportl, 



complete cds 



175105 

jC-atXLIB327 427P4b01b2 

BLASTN 

g2582640 

52 

3.0e-20 

63 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

175106 

jC-atXLIB327 4 27P4b02a2 

BLAST X 

g3269284 

264 

6.0e-23 

69 
78 

(AL030978) histone H2A- like protein [Arabidopsis thaliana] 
175107 

jC-atXLIB327427P4b05b2 

BLASTN 

g2582640 

39 

2.0e-12 

47 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175108 

jC-atXLIB327427P4b06a2 

BLASTN 

g540252 

33 

8.0e-09 

33 

100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
175109 

jC-atXLIB327427P4b07al 
BLASTN 



24116 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4056429 
46 

1.0e-16 

101 
89 

Arabidopsis thaliana chromosome 1 BAC F508 sequence, 
complete sequence [Arabidopsis thaliana] 

175110 

jC-atXLIB327427P4b08a2 

BLASTN 

g2462264 

38 

8.0e-12 

42 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
175111 

jC-atXLIB327427P4bl2a2 

BLASTX 

g4587988 

143 

1.0e-08 

64 

50 

(AF085279) hypothetical protein [Arabidopsis thaliana] 



175112 

jC-atXLIB327427P4c01a2 

BLASTX 

gl388084 

44 

7.0e-35 

112 

70 

(U35829) thioredoxin h 



[Arabidopsis thaliana] 



175113 

jC-atXLIB327 427P4c03a2 

BLASTN 

g3426059 

139 

4.0e-72 

329 
88 

Arabidopsis thaliana mRNA for src2-like protein 
175114 

jC-atXLIB327427P4c03b2 

BLASTN 

g2342673 

342 

0.0e+00 

368 

98 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 



24117 



1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175115 

jC-atXLIB327427P4c07a2 

BLASTN 

g598848 

33 

8.0e-09 

37 
97 

Human HepG2 3 ! region Mbol cDNA, clone hmd4hl2m3 
175116 

jC-atXLIB327427P4cl0al 

BLASTN 

g4544435 

134 

4.0e-69 

233 
91 

Arabidopsis thaliana chromosome II BAC F14M13 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175117 

jC-atXLIB327427P4cl2a2 

BLASTN 

g2264312 

93 

1.0e-44 

155 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0K16, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



175118 

jC-atXLIB327427P4d01a2 

BLASTN 

g531828 

47 

4 .Oe-17 

58 
97 

Cloning vector pSportl, 



complete cds 



175119 

jC-atXLIB327427P4d02a2 

BLASTN 

g4220628 

91 

2.0e-43 

214 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K24C1, complete sequence [Arabidopsis thaliana] 

175120 

jC-atXLIB327427P4d03b2 



24118 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4490314 

172 

4.0e-12 

105 
44 

(AL035678) putative protein [Arabidopsis thaliana] 
175121 

jC-atXLIB327427P4d05b2 

BLASTX 

g4006853 

81 

8.0e-33 

114 

75 

(Z99707) cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
.-NCBI GI 
BLAST score 
E value ' 
Match length 
% identity 
NCBI Description 



175122 

jC-atXLIB327427P4dl2b2 

BLASTN 

gl079731 

58 

9.0e-24 

154 
85 

Arabidopsis thaliana cpFtsZ (cpFtsZ) mRNA, nuclear gene 
encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



175123 

jC-atXLIB327427P4e01b2 

BLASTN 

g2264321 

73 

1.0e-32 

285 
41 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXM12 , complete sequence [Arabidopsis thaliana] 



PI clone 



175124 

jC-atXLIB327427P4e07al 

BLASTN 

g4204173 

69 

2.0e-30 

121 

89 

Arabidopsis thaliana chromosome 1 BAC T2K10 sequence, 
complete sequence [Arabidopsis thaliana] 

175125 

jC-atXLIB327427P4e09al 

BLASTN 

g2462264 

36 



24119 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-10 

40 
97 

Cucumis sativus mRNA for patatin-like protein, partial 



175126 

jC-atXLIB327427P4e09bl 

BLASTN 

g4713943 

84 

3.0e-39 

346 

93 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC T8K14 sequence, 



175127 

jC-atXLIB327427P4ellal 

BLASTN 

g3241916 

46 

1.0e-16 

74 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15N18, complete sequence [Arabidopsis thaliana] 

175128 

jC-atXLIB327427P4ella2 

BLASTN 

g3241916 

227 

1.0e-124 

367 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15N18, complete sequence [Arabidopsis thaliana] 

175129 

jC-atXLIB327427P4ellbl 

BLASTN 

g3241916 

46 

1.0e-16 

94 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15N18, complete sequence [Arabidopsis thaliana] 

175130 

jC-atXLIB327427P4el2al 

BLASTN 

g2462264 

37 

2.0e-ll 

41 

98 



24120 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175131 

jC-atXLIB327427P4el2bl 

BLASTN 

gl079731 

128 

1.0e-65 
384 
8 9 

Arabidopsis thaliana cpFtsZ (cpFtsZ) mRNA, nuclear gene 
encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

.E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175132 

jC-atXLIB327427P4f05a2 

BLASTN 

g2462264 

38 

8.0e-12 

42 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
175133 

jC-atXLIB327427P4f07a2 

BLASTN 

g836895 

34 

2.0e-09 

49 

94 

Saccharomyces cerevisiae CSP2 gene, complete cds 
175134 

jC-atXLIB327427P4f08bl 

BLASTN 

g3510345 

75 

6.0e-34 

137 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNJ8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175135 

jC-atXLIB327427P4f09a2 

BLASTN 

g2462264 

39 

2.0e-12 

43 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 



175136 

jC-atXLIB327 427P4fl0al 
BLASTX 



24121 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl871503 
112 

1.0e-13 

61 
67 

(Y11559) beta-fructosidase [Arabidopsis thaliana] 
175137 

jC-atXLIB327427P4fl0bl 

BLASTX 

g2129544 

154 

1.0e-10 

28 
100 

beta-fructosidase, vacuolar form - Arabidopsis thaliana 
(fragment) >gi_1321684_emb_CAA66330_ (X97749) 
beta-fructosidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175138 

jC-atXLIB327427P4fl0b2 

BLASTX 

g2129544 

630 

8.0e-66 

154 

81 

beta-fructosidase, vacuolar form - Arabidopsis thaliana 
(fragment) >gi_1321684_emb_CAA66330_ (X97749) 
beta-fructosidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175139 

jC-atXLIB327427P4fllal 

BLASTX 

g4539383 

300 

3.0e-27 

71 

85 

(AL035526) putative protein (fragment) 
thaliana] 

175140 

jC-atXLIB3274 27P4flla2 

BLASTX 

g4539383 

414 

2.0e-40 

81 

100 

(AL035526) putative protein (fragment) 
thaliana] 



[Arabidopsis 



[Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



175141 

jC-atXLIB327427P4fl2a2 

BLASTN 

g4102599 



24122 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148 

2.0e-77 

260 
89 

Arabidopsis thaliana ARF6 (ARF6) niRNA, complete cds 
175142 

jC-atXLIB327427P4fl2b2 

BLASTN 

g4102599 

304 

1.0e-170 

336 

97 

Arabidopsis thaliana ARF6 (ARF6) mRNA, complete cds 



175143 

jC-atXLIB327427P4g01b2 

BLASTN 

g2582640 

67 

3.0e-29 

74 

99 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



175144 

jC-atXLIB327427P4g02a2 

BLASTN 

g2290120 

48 

9.0e-18 

68 
93 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

175145 

jC-atXLIB327427P4g03bl 

BLASTN 

g4159704 

33 

7.0e-09 

49 
92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 

175146 

jC-atXLIB327427P4g05a2 

BLASTN 

g2462264 

39 

2.0e-12 

43 
98 



24123 



# 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175147 

jC-atXLIB327427P4g06a2 

BLASTN 

g2462264 

39 

2.0e-12 

43 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175148 

jC-atXLIB327427P4g07al 

BLASTN 

g4432847 

62 

4.0e-26 

210 

87 

Arabidopsis thaliana chromosome II BAC F13B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175149 

jC-atXLIB327427P4gl2al 

BLASTN 

g4490734 

71 

2.0e-31 

176 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175150 

jC-atXLIB327427P4gl2bl 

BLAST X 

gl066283 

186 

2.0e-14 

39 
92 

(U38 920) lL-myo-inositol 
vulgaris] 



1-phosphate synthase [Phaseolus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175151 

jC-atXLIB327427P4h03a2 

BLASTN 

g2462264 

35 

5.0e-10 

55 
93 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 



175152 

jC-atXLIB327427P4h09a2 



24124 



f> 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g398601 

406 

0.0e+00 

418 
100 

A.thaliana ATAF2 mRNA 
175153 

jC-atXLIB327427P4hl0al 

BLASTN 

g2252848 

100 

7.0e-49 

259 
96 

Arabidopsis thaliana BAC TM018A10 
175154 

jC-atXLIB3274 27P4hl0a2 

BLASTN 

g2252848 

215 

1.0e-117 

281 
97 

Arabidopsis thaliana BAC TM018A10 
175155 

jC-atXLIB327427P4hlla2 

BLASTN 

g2290120 

42 

3.0e-14 

58 
93 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175156 

jC-atXLIB327428Pla01b2 

BLASTN 

g4538990 

98 

1.0e-47 

359 
85 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T5L19 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



175157 

jC-atXLIB327428Pla02a2 

BLASTN 

g2584827 

51 

1.0e-19 

197 



24125 



% identity 84 

NCBI Description Arabidopsis thaliana chromosome 1 BAC F12F1 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


175158 


Seq. ID 


jC-atXLIB327428Pla03b2 


Method 


BLASTN 


NCBI GI 


g3059018 


BLAST score 


115 


E value 


9.0e-58 


Match length 


200 


% identity 


96 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F1C12 




(ESSAII project) 


Seq. No. 


175159 


Seq. ID 


jC-atXLIB327 428Pla04a2 


Method 


BLASTN 


NCBI GI 


g4467094 


BLAST score 


48 


E value 


8.0e-18 


Match length 


202 


% identity 


45 


NCBI Description 


Arabidopsis thaliana DNA chromosome 4, BAC clone F20D10 




(ESSA project) 


Seq. No. 


175160 


Seq. ID 


jC-atXLIB327428Pla04b2 


Method 


BLASTX 


NCBI GI 


g4539340 


BLAST score 


68 


E value 


3.0e-32 


Match length 


90 


% identity 


75 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


175161 


Seq. ID 


jC-atXLIB327428Pla06a2 


Method 


BLASTN 


NCBI GI 


g397481 


BLAST score 


48 


E value 


4.0e-18 


Match length 


106 


% identity 


84 


NCBI Description 


A. thaliana hsc70 mRNA for heat shock cognate protein 


Seq. No. 


175162 


Seq. ID 


jC-atXLIB327428Pla!0b2 




BLASTN 


NCBI GI 


g2582640 


BLAST score 


45 


E value 


5.0e-16 


Match length 


49 


% identity 


98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 


NCBI Description 




factor, RSp40 




24126 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175163 

jC-atXLIB327 4 28Plal2a2 

BLASTN 

g2462264 

40 

5.0e-13 

48 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175164 

jC-atXLIB327428Plb01a2 

BLASTN 

g2618602 

65 

4.0e-28 

134 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175165 

jC-atXLIB327428Plb02a2 

BLASTN 

g2494106 

95 

5.0e-46 

115 
100 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


175166 


Seq. ID 


jC-atXLIB327428Plb02b2 


Method 


BLASTX 


NCBI GI 


gl762150 


BLAST score 


601 


E value 


2.0e-62 


Match length 


146 


% identity 


80 


NCBI Description 


(U49919) lupeol synthase 


Seq. No. 


175167 


Seq. ID 


jC-atXLIB327428Plb04a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


49 


E value 


2.0e-18 


Match length 


53 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for 


Seq. No. 


175168 


Seq. ID 


jC-atXLIB32742 8Plb06b2 


Method 


BLASTX 


NCBI GI 


gll68739 


BLAST score 


233 



24127 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-76 

144 

100 

CARBONIC ANHYDRASE 2 (CARBONATE DEHYDRATASE 2) >gi_438449 
(L18901) carbonic anhydrase [Arabidopsis thaliana] 

175169 

jC-atXLIB327428Plb07a2 

BLASTX 

g4115377 

322 

1.0e-29 

82 
74 

(AC005967) unknown protein [Arabidopsis thaliana] 
175170 

jC-atXLIB327428Plbl2b2 

BLASTX 

g3219273 

251 

2.0e-21 

144 

41 

(AB015316) MAP kinase kinase 5 [Arabidopsis thaliana] 
175171 

jC-atXLIB327428Plc03b2 

BLASTX 

g4314378 

360 

3.0e-34 
91 

70 

(AC006232) putative lipase [Arabidopsis thaliana] 
175172 

jC-atXLIB327428Plc05b2 

BLASTN 

g531832 

43 

8.0e-15 

51 
96 

Cloning vector pSport2, complete sequence 
175173 

jC-atXLIB327428Plcl0b2 

BLASTX 

g2058280 

732 

9.0e-78 

151 
90 

(X97381) atran3 [Arabidopsis thaliana] 



Seq. No. 



175174 



24128 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327428Plclla2 

BLASTN 

g2924652 

64 

2.0e-27 

132 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9L2, complete sequence [Arabidopsis thaliana] 



TAC clone 



175175 

jC-atXLIB327428Pld08a2 

BLASTN 

g4662609 

231 

1.0e-127 

442 
90 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

175176 

jC-atXLIB3274 28Pld09a2 

BLASTN 

g2290120 

45 

5.0e-16 

45 
100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

175177 

jC-atXLIB327428Pldl0b2 

BLASTX 

gl362007 

774 

1.0e-82 

145 
99 

thioglucosidase (EC 3.2.3.1) - Arabidopsis thaliana 
>gi_871992_emb_CAA55787_ (X79195) thioglucosidase 
[Arabidopsis thaliana] 

175178 

jC-atXLIB327428Pldl2b2 

BLASTX 

g4218128 

72 

5.0e-35 

120 

68 

(AL035353) 
thaliana] 



ammonium transporter-like protein [Arabidopsis 



Seq. No. 
Seq. ID 



175179 

jC-atXLIB327428Ple04a2 



24129 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2462264 

41 

1.0e-13 

60 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
175180 

jC-atXLIB327428Ple05b2 

BLASTX 

g2983997 

145 

6.0e-09 

55 

45 

(AE000749) hypothetical protein [Aquifex aeolicus] 
175181 

jC-atXLIB327428Ple06a2 

BLASTN 

g3510337 

66 

5.0e-29 

93 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19E20, complete sequence [Arabidopsis thaliana] 



Seq. No. 


175182 


Seq. ID 


jC-atXLIB327428Ple09a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


35 


E value 


2.0e-10 


Match length 


39 


% identity 


97 


NCBI Description 


Cucumis sativus mRNA for 


Seq. No. 


175183 


Seq. ID 


jC-atXLIB327428Plf01a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


34 


E value 


7.0e-10 


Match length 


41 


% identity 


95 


NCBI Description 


Cucumis sativus mRNA for 


Seq. No. 


175184 


Seq. ID 


jC-atXLIB327428Plf09b2 


Method 


BLASTX 


NCBI GI 


g3869253 


BLAST score 


727 


E value 


3.0e-77 


Match length 


146 


% identity 


99 



24130 



# 



NCBI Description (U39288) f erredoxin-depencient glutamate synthase precursor 
[Arabidopsis thaliana] 



Seq. No. 


175185 


Seq. ID 


jC-atXLIB3274 28Plg01a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


42 


E value 


3.0e-14 


Match length 


50 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for patatin-1 


Seq. No. 


175186 


Seq. ID 


jC-atXLIB327428Plg02a2 


Method 


BLASTN 


NCBI GI 


g3449330 


BLAST score 


396 


E value 


0 . 0e+00 


Matrh 1 pnnth 


412 


£• -1 Hpni" i 1" v 


99 


NHRT np^rTi on 

J.N _L LJ O ' J Lp < Lull 


Arab "i dons is thaliana Genomic DNA, 




MDJ14, complete sequence [Arabidop 


Seq. No. 


175187 


Seq. ID 


jC-atXLIB327428Plg02b2 


Method 


BLASTN 


NCBI GI 


g3449330 


BLAST score 


221 


E value 


1.0e-121 


Match length 


265 


% identity 


96 



chromosome 3, PI clone: 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDJ14, complete sequence [Arabidopsis thaliana] 

175188 

jC-atXLIB327428Plg08b2 

BLASTN 

g2961335 

76 

6.0e-35 

140 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone F1N20 
{ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175189 

jC-atXLIB327 428Plgl0a2 

BLASTX 

g3367522 

228 

1.0e-18 

56 

73 

(AC004392) 
thaliana] 



EST gb T04 691 comes from this gene. [Arabidopsis 



24131 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175190 

jC-atXLIB327428PlgllaZ 

BLASTN 

g3695372 

396 

0.0e+00 

423 

45 

Arabidopsis thaliana BAC F1104 
175191 

jC-atXLIB327428Plh01a2 

BLASTN 

g2462264 

45 

5.0e-16 

49 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
175192 

jC-atXLIB327428Plh01b2 

BLASTX 

g4455199 

321 

1.0e-30 

105 
72 

(AL035440) putative protein [Arabidopsis thaliana] 
175193 

jC-atXLIB327428Plh02a2 

BLASTX 

g4510405 

303 

2.0e-27 

77 
77 

(AC006587) hypothetical protein [Arabidopsis thaliana] 
175194 

jC-atXLIB327428Plh03a2 

BLASTX 

g3193287 

331 

9.0e-31 
71 

82 

(AF069298) Arabidopsis predicted protein of unknown 
function T10P11.19 (GB:AC002330) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



175195 

jC-atXLIB327428Plh04a2 

BLASTN 

gl046224 

70 

4.0e-31 



24132 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



121 
91 

Arabidopsis thaliana ethylene response sensor (ERS) gene, 
complete cds 

175196 

jC-atXLIB327428Plh06b2 

BLAST N 

g4454022 

45 

2.0e-16 

128 

81 

Arabidopsis thaliana DNA chromosome 4, BAC clone F9D16 
(ESSAII project) 

175197 

jC-atXLIB327428Plh07b2 

BLASTN 

g2582640 

33 

5.0e-09 

48 

92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175198 

jC-atXLIB327428Plhl0b2 

BLASTX 

g2129670 

712 

2.0e-75 

146 

92 

phosphoinositide-specif ic phospholipase C - Arabidopsis 
thaliana >gi_857374_dbj_BAA09432_ (D50804) phosphoinositide 
specific phospholipase C [Arabidopsis thaliana] 

175199 

jC-atXLIB327428Plhllb2 

BLASTX 

g4510363 

66 

5.0e-26 

119 
56 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 

175200 

jC-atXLIB327 4 28P2c07al 

BLASTN 

g2618602 

60 

5.0e-25 

83 



24133 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 

175201 

jC-atXLIB327428P2cl0al 

BLASTN 

g4217996 

74 

3.0e-33 

114 
91 

Arabidopsis thaliana chromosome II BAC F24H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175202 

jC-atXLIB327428P2d07al 

BLASTN 

g4585896 

34 

2.0e-09 

62 
89 

Arabidopsis thaliana chromosome II BAC F13I13 genomic 
sequence, complete sequence 

175203 

jC-atXLIB327428P2d09al 

BLASTN 

g2264305 

57 

2.0e-23 

89 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 

175204 

jC-atXLIB327428P2e!0al 

BLASTN 

g4519191 

78 

1.0e-35 

122 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9P8, complete sequence 

175205 

jC-atXLIB327428P2f05al 

BLASTN 

g3337347 

34 

2.0e-09 

123 
85 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 



24134 



o 



Seq. No. 
Seq. ID 

Method 
-NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
175206 

jC-atXLIB327428P4a03a2 

BLASTN 

g2462264 

35 

4.0e-10 

35 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
175207 

jC-atXLIB3274 28P4a04a2 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
175208 

jC-atXLIB327428P4a06a2 

BLASTN 

g2462264 

33 

7.0e-09 

41 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
175209 

jC-atXLIB327428P4a06b2 

BLASTX 

g2224927 

102 

2.0e-12 

104 
46 

(AF004213 ) ethylene-insensitive3-likel [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175210 

jC-atXLIB327428P4a08a2 

BLASTN 

g2656028 

66 

1.0e-28 

105 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNF13 



Seq. No. 
Seq. ID 
Method 



175211 

jC-atXLIB327428P4al2a2 
BLASTN 



24135 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g2462264 
36 

1.0e-10 

44 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
175212 

jC-atXLIB327428P4b01a2 

BLASTN 

g2462264 

49 

2.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



175213 

jC-atXLIB327428P4b01b2 

BLASTN 

g4589438 

159 

4.0e-84 

231 

92 

Arabidopsis thaliana genomic 
MQJ2, complete sequence 



DNA, chromosome 5, PI clone 



175214 

jC-atXLIB327428P4b03a2 

BLASTN 

g2462264 

44 

2.0e-15 

60 
93 

Cucumis sativus mRNA for patatin-like protein, partial 
175215 

jC-atXLIB327428P4b03b2 

BLASTN 

g4589438 

237 

1.0e-130 

292 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQJ2, complete sequence 

175216 

jC-atXLIB327428P4b05a2 

BLASTN 

g2462264 

51 

1.0e-19 

51 

100 



24136 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175217 

jC-atXLIB327428P4b05b2 

BLASTN 

g2828278 

97 

4.0e-47 

296 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175218 

]C-atXLIB32742 8P4b06a2 

BLASTN 

g2462264 

49 

1.0e-18 

49 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175219 

jC-atXLIB327428P4b07al 

BLASTN 

g2980787 

83 

1.0e-38 

131 

92 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175220 

jC-atXLIB327428P4b07a2 

BLASTX 

g2980805 

438 

3.0e-43 

96 

97 

(AL022197) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175221 

jC-atXLIB327428P4b08al 

BLASTN 

g2618602 

67 

4.0e-29 

156 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 



175222 

jC-atXLIB327428P4bl0al 



24137 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2462264 

50 

5.0e-19 

54 
98 

Cucumis sativus 



mRNA for patatin-like protein, partial 



175223 

jC-atXLIB327428P4blla2 

BLASTX 

g3426048 

456 

2.0e-45 

92 
100 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 

175224 

jC-atXLIB327428P4bl2a2 

BLASTN 

g2828187 

163 

2.0e-86 

385 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K21C13, complete sequence [Arabidopsis thaliana] 

175225 

jC-atXLIB327428P4c01b2 

BLASTN 

g4115352 

230 

1.0e-126 

418 
89 

Arabidopsis thaliana chromosome II BAC T15J14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175226 

jC-atXLIB327428P4c03a2 

BLASTN 

g2462264 

44 

2.0e-15 

52 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



175227 

jC-atXLIB327428P4c06b2 

BLASTX 

g231586 

47 

2.0e-39 



24138 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

115 
87 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_82027_pir S20504 H+-transporting ATP synthase (EC 

3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi_18831_emb_CAA41401_ (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

175228 

jC-atXLIB3274 28P4c07al 

BLASTN 

g2462264 

46 

1.0e-16 

54 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
175229 

jC-atXLIB3274 28P4c08b2 

BLASTN 

g2618602 

97 

2.0e-47 

101 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



175230 

jC-atXLIB327428P4c!0b2 

BLASTX 

g2462763 

584 

2.0e-60 

133 
87 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

175231 

jC-atXLIB327 42 8P4cllb2 

BLASTN 

g2582640 

45 

5.0e-16 

77 
90 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175232 

jC-atXLIB3274 28P4cl2a2 

BLASTN 

g2264307 

50 

6.0e-19 



24139 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



161 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MED24, complete sequence [Arabidopsis thaliana] 

175233 

jC-atXLIB327428P4d03a2 

BLASTN 

g531828 

45 

5.0e-16 

45 
100 

Cloning vector pSportl, complete cds 
175234 

jC-atXLIB327428P4d04b2 

BLASTX 

g2062161 

50 

4.0e-66 

130 

51 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

' Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



175235 

jC-atXLIB327 428P4d05al 

BLASTN 

g4468976 

101 

2.0e-49 

309 
83 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19F18 
(ESSA project) 

175236 

jC-atXLIB327 428P4d07al 

BLASTN 

g4079614 

154 

5.0e-81 

333 
88 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175237 

jC-atXLIB327 428P4dl0al 

BLASTN 

g4006885 

51 

1.0e-19 

71 
93 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 



24140 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fragment No 
175238 

jC-atXLIB327428P4dl0bl 

BLASTN 

g4006885 

114 

3.0e-57 

317 

90 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I AP2 contig 



Seq. No. 
Seq. ID 

Method 



175239 

jC-atXLIB327428P4e01a2 

BLASTN 

g2462264 

49 

2.0e-18 

49 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
175240 

jC-atXLIB327 42 8P4e04b2 

BLASTX 

g2880051 

49 

5.0e-15 

74 
62 

(AC002340) putative protein kinase [Arabidopsis thaliana] 
175241 

jC-atXLIB327428P4e09a2 

BLASTN 

g2462264 

46 

1.0e-16 

54 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
175242 

jC-atXLIB327428P4f01b2 

BLASTX 

g2673920 

196 

6.0e-15 

89 
47 

(AC002561) similar to Drosophila couch potato protein 
[Arabidopsis thaliana] 

175243 

jC-atXLIB327428P4f02al 
BLASTN 
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o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



g3789706 
86 

2.0e-40 

146 

91 

Arabidopsis thaliana chromosome 1 BAC F15K9 
complete sequence [Arabidopsis thaliana] 



sequence, 



175244 

jC-atXLIB327428P4f04b2 

BLAST N 

g2494110 

61 

1.0e-25 

240 
87 

Sequence of BAC T1G11 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

175245 

jC-atXLIB327428P4f08al 

BLASTN 

g2264311 

130 

1.0e-66 

324 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MLN1, complete sequence [Arabidopsis thaliana] 

175246 

jC-atXLIB327428P4g01a2 

BLASTX 

g3805849 

328 

2.0e-30 

63 
100 

(AL031986) cytoplasmatic aconitate hydratase (citrate 
hydro-lyase) (aconitase) (EC 4.2.1.3) [Arabidopsis thaliana] 

175247 

jC-atXLIB327428P4h02a2 

BLASTX 

g4115925 

249 

4.0e-21 

71 
38 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1__ (AL04 9523) RNA-binding protein 
[Arabidopsis thaliana] 

175248 

jC-atXLIB327428P4h06bl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4490324 
95 

6.06-46 

121 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T9A14 



175249 

jC-atXLIB327428P4h08a2 

BLASTN 

g2462264 

49 

2.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
175250 

jC-atXLIB327428P4hl0b2 

BLASTN 

g3176701 

41 

1.0e-13 

62 
90 

Arabidopsis thaliana chromosome II BAC T20K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175251 

jC-atXLIB327428P4hlla2 

BLASTX 

gl076398 

351 

4.0e-33 

84 
77 

ribosomal protein L2 - Arabidopsis thaliana 
>gi_572523_emb_CAA57 902_ (X82556) ribosomal protein L2 
[Arabidopsis thaliana] 

175252 

jC-atXLIB327429Pla02b2 

BLASTN 

g3800746 

36 

5.0e-ll 

48 

94 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 

175253 

jC-atXLIB327429Pla05a2 

BLASTN 

g4757394 

34 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-09 

82 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1904, complete sequence 

175254 

jC-atXLIB327429Pla05bl 

BLASTN 

g2582640 

63 

1.0e-26 

63 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175255 

jC-atXLIB327429Plb03a2 

BLASTN 

g4220643 

295 

1.0e-165 

351 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175256 

jC-atXLIB327429Plb04a2 

BLASTN 

g2290120 

46 

1.0e-16 

70 
93 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



175257 

jC-atXLIB327429Plb07bl 

BLASTN 

g2582640 

66 

2.0e-28 

78 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175258 

jC-atXLIB327429Plc02bl 

BLASTN 

g2582640 

57 

1.0e-23 
61 
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# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175259 

jC-atXLIB327429Plc09bl 

BLASTX 

gll68530 

702 

3.0e-74 

165 
81 

SERINE/THREONINE- PROTEIN KINASE ASK2 >gi_997 4 8_pir S24586 

probable serine/threonine-specif ic protein kinase (EC 
2.7.1.-) (clone ASK2) - Arabidopsis thaliana 
>gi_16443_emb_CAA78106_ (Z12120) protein kinase 
[Arabidopsis thaliana] 



175260 

jC-atXLIB32742 9Pld01b2 

BLAST N 

g3168605 

44 

2.0e-15 

181 

90 

Arabidopsis thaliana catalase 3 
(CAT1) genes, complete cds 



(CAT3) and catalase 1 



175261 

jC-atXLIB327429Pld03bl 

BLASTN 

g2582640 

59 

3.0e-24 

59 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175262 

jC-atXLIB327429Pld05al 

BLASTN 

g531828 

45 

4.0e-16 

45 
100 

Cloning vector pSportl, complete cds 
175263 

jC-atXLIB327429Ple06bl 

BLASTN 

g2582640 

50 

4.0e-19 

58 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175264 

jC-atXLIB327429Plf06al 

BLASTN 

g4519193 

116 

2.0e-58 

128 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 

175265 

jC-atXLIB327429Plf07bl 

BLASTN 

gl488266 

70 

6.0e-31 

106 
93 

Arabidopsis thaliana low affinity calcium antiport'er CAX2 
mRNA, complete cds 

175266 

jC-atXLIB327429Plf08b2 

BLASTN 

g!488266 

51 

1.0e-19 

137 
91 

Arabidopsis thaliana low affinity calcium antiporter CAX2 
mRNA, complete cds 

175267 

jC-atXLIB32742 9P2b08b2 

BLASTX 

g464444 

152 

9.0e-10 

108 
43 

PROTEASOME, 30 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 

COMPLEX 30 KD SUBUNIT) >gi_54 188 9_pir S39900 proteasome - 

Arabidopsis thaliana >gi__166830 (M984 95) proteasome 
[Arabidopsis thaliana] 

175268 

jC-atXLIB327429P2b09b2 

BLASTX 

gll68257 

615 

4 .Oe-64 

128 
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o 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

• Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



96 

ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC ISOZYME 1 
(TRANSAMINASE A) >gi_693690 (U15033) aspartate 
aminotransferase [Arabidopsis thaliana] 

175269 

jC-atXLIB327429P2dl0bl 

BLASTN 

g3869074 

123 

1.0e-62 

297 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMI 9 , complete sequence [Arabidopsis thaliana] 

175270 

jC-atXLIB32742 9P2h02b2 

BLASTN 

g2582640 

46 

1.0e-16 

73 
90 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175271 

jC-atXLIB327429P3a06a2 

BLASTN 

g4159707 

296 

1.0e-165 

368 
95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MJK13, complete sequence 

175272 

jC-atXLIB327 429P3b09b2 

BLASTN 

g2582640 

46 

1.0e-16 

62 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175273 

jC-atXLIB327429P3bl0b2 

BLASTX 

g2351374 

227 

1.0e-18 

103 
62 
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o • 



NCBI Description (U54560) putative 26S proteasome subunit athMOV34 
[Arabidopsis thaliana] 



Seq. No. 


175274 


Seq. ID 


jC-atXLIB3274 2 9P3c01b2 


Method 


BLASTX 


NCBI GI 


g3142289 


BLAST score 


242 


E value 


2.0e-20 


Match length 


132 


% identity 


48 


NCBI Description 


(AC002411) Strong similarity to beta-keto-Coa synthase 




gb U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 


Seq. No. 


175275 


Seq. ID 


jC-atXLIB32742 9P3c08a2 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


39 


E value 


2.0e-12 


Match length 


50 


% identity 


96 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


175276 


Seq. ID 


jC-atXLIB327429P3cl2a2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


33 


E value 


9. Oe-09 


Match length 


41 


% identity 


95 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


175277 


Seq. ID 


jC-atXLIB327429P3cl2b2 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


33 


E value 


7. Oe-09 


Match length 


49 


% identity 


92 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich splicing 




factor, RSp40 


Seq. No. 


175278 


Seq. ID 


jC-atXLIB327429P3d01b2 


Method 


BLASTX 


NCBI GI 


g2129575 


BLAST score 


346 


E value 


1.0e-32 


Match length 


132 


% identity 


59 


NCBI Description 


DNA repair protein homolog XPBara - Arabidopsis thaliana 


Seq. No. 


175279 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



jC-atXLIB327429P3d06b2 

BLASTN 

g2582640 

63 

1.0e-26 

63 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175280 

jC-atXLIB327429P3e06b2 

BLASTN 

gl785729 

42 

2.0e-14 

78 
88 

A. thaliana mitochondrial genome, part B 
175281 

jC-atXLIB327429P3f01b2 

BLASTX 

g2829902 

118 

2.0e-16 

111 

50 

(AC002311) Putative sulphate transporter protein#protein 
[Arabidopsis thaliana] 

175282 

jC-atXLIB32742 9P3f03a2 

BLASTX 

gll0072 

90 

2.2e-02 

210 

6 

proline-rich protein MP4 - mouse >gi_53182_emb_CAA4134 4_ 
(X58438) proline rich protein [Mus musculus] 

175283 

jC-atXLIB327429P3f07b2 

BLASTX 

gl488267 

529 

6.0e-54 

138 
80 

(U57412) low affinity calcium antiporter CAX2 [Arabidopsis 
thaliana] 

175284 

jC-atXLIB32742 9P3fl2a2 

BLASTX 

g2144912 
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BLAST score 

iE value 

Match length 

% identity 

NCBI Description 



154 

6.0e-10 

188 

7 

salivary proline-rich glycoprotein precursor PRB4 (large 
allele) - human 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175285 

jC-atXLIB327429P3g05a2 

BLASTN 

g4678231 

195 

1.0e-105 

361 
91 

Arabidopsis thaliana chromosome II BAC F23I14 genomic 
sequence, complete sequence 

175286 

jC-atXLIB32742 9P3h05a2 

BLASTX 

gl!55261 

770 

4.0e-82 

173 

90 

(U40217) eukaryotic release factor 1 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



175287 

jC-atXLIB327429P4a04b2 

BLASTX 

g2181180 

198 

3.0e-15 

144 

29 

(Z84377) xylosidase [Aspergillus niger] 
175288 

jC-atXLIB327429P4a05a2 

BLASTN 

g4589440 

119 

5.0e-60 

217 
95 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSD21, complete sequence 

175289 

jC-atXLIB327429P4a05b2 

BLASTN 

g4589440 

99 

3.0e-48 
119 



PI clone: 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 



175290 

jC-atXLIB327429P4a06b2 

BLASTX 

gl22003 

196 

6.0e-17 

72 
72 

HISTONE H2A >gi 8208 9_pir_ 



JQ1182 histone H2A.1 - tomato 



175291 

jC-atXLIB327429P4a07b2 

BLASTN 

g 4589445 

67 

4.0e-29 

319 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWL2, complete sequence 

175292 

jC-atXLIB327429P4a08b2 

BLASTN 

g2252639 

67 

4.0e-29 

143 

88 

Genomic sequence of Arabidopsis BAC F8A5, complete sequence 
[Arabidopsis thaliana] 

175293 

jC-atXLIB3274 29P4allb2 

BLASTN 

g2582640 

53 

9.0e-21 

53 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175294 

jC-atXLIB327429P4al2b2 

BLASTX 

g2497738 

190 

3.0e-14 

74 
55 

NONSPECIFIC LIPID-TRANSFER PROTEIN A PRECURSOR (LTP A) 
(WAX-ASSOCIATED PROTEIN 9A) >gi_500841 (L33904) lipid 



24151 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



transfer protein [Brassica oleracea] 
175295 

jC-atXLIB327429P4b03a2 

BLASTX 

g2317731 

77 

3.0e-17 

134 

44 

(AF013628) reversibly glycosylated polypeptide-2 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175296 

jC-atXLIB32742 9P4bl2a2 

BLASTN 

g2288979 

33 

9.0e-09 

93 
85 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175297 

jC-atXLIB32742 9P4bl2b2 

BLASTN 

g2582640 

38 

5.0e-12 

49 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175298 

jC-atXLIB327429P4dl2b2 

BLASTX 

g2191152 

176 

1.0e-12 

89 

53 

(AF007269) 
thaliana] 



A IG002N01.31 gene product [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175299 

jC-atXLIB327429P4e02b2 

BLASTX 

g399091 

320 

2.0e-29 

98 
68 

PYROPHOSPHATE-ENERGI ZED VACUOLAR MEMBRANE PROTON PUMP 
( PYROPHOSPHATE-ENERGI ZED INORGANIC PYROPHOSPHATASE) 
(H+-PPASE) >gi_282878_pir A38230 inorganic pyrophosphatase 



24152 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(EC 3.6.1.1), H+~translocating pyrophosphate-energized - 
Arabidopsis thaliana >gi~166634 (M81892) vacuolar 
H+-phosphatase [Arabidopsis thaliana] 

175300 

jC-atXLIB327429P4f03a2 

BLASTX 

gl495251 

57 

4 ,0e-70 

152 
87 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
175301 

jC-atXLIB327429P4f07a2 

BLASTN 

gl488266 

52 

4 .0e-20 

118 

87 

Arabidopsis thaliana low affinity calcium antiporter CAX2 
mRNA, complete cds 

175302 

jC-atXLIB327429P4g03a2 

BLASTX 

gl00753 

157 

3.0e-10 

195 

10 

hydroxyproline-rich glycoprotein - sorghum 

>gi_22 8 939_prf 1814452D Hyp-rich glycoprotein [Sorghum 

bicolor] 

175303 

jC-atXLIB327429P4h02b2 

BLASTX 

g2645971 

228 

1.0e-18 

44 
100 

(AF034255) reversibly glycosylated polypeptide-3 
[Arabidopsis thaliana] 

175304 

jC-atXLIB327429P4hl0b2 

BLASTN 

g531828 

46 

1.0e-16 

68 

93 

Cloning vector pSportl, complete cds 



24153 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



175305 

jC-atXLIB327429P4hllb2 

BLASTN 

g2262135 

273 

1.0e-152 

438 
91 

Arabidopsis thaliana BAC T10P11 
cM, complete sequence 



from chromosome IV, near 15 



175306 

jC-atXLIB327430Plc01bl 

BLASTX 

gl621268 

214 

4.0e-17 

91 
43 

(Z81012) unknown [Ricinus communis] 
175307 

jC-atXLIB327430Pldl0al 

BLASTN 

g2462264 

53 

9.0e-21 

53 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
175308 

jC-atXLIB327430Plf05bl 

BLASTN 

g2582640 

58 

9.0e-24 

74 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175309 

jC-atXLIB327430Plgl0al 

BLASTN 

g2462264 

55 

6.0e-22 

63 

97 

Cucumis sativus mRNA for patatin-like protein, partial 
175310 

jC-atXLIB327430Plgl2bl 

BLASTN 

g2582640 



24154 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



41 

1.0e-13 

67 
90 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175311 

jC-atXLIB327 4 30Plh03bl 

BLASTN 

g2582640 

60 

5.0e-25 

72 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175312 

jC-atXLIB327430Plh06bl 

BLASTN 

g3702724 

63 

4.0e-27 

150 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K17N15, complete sequence [Arabidopsis thaliana] 



Seq. No* 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
• % identity 
NCBI Description 



175313 

jC-atXLIB327430Plh08al 

BLASTN 

gll55260 

130 

1.0e-66 

359 
84 

Arabidopsis thaliana eukaryotic release factor 1 homolog 
(eRFl) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



175314 

jC-atXLIB327430Plhllal 

BLASTN 

g531828 

48 

9.0e-18 

63 
95 

Cloning vector pSportl, complete cds 
175315 

jC-atXLIB3274 30P2a03bl 

BLASTN 

g2582640 

33 

7.0e-09 
37 



24155 



% identity 


97 


NCBI .Description 


Arabidopsis thaliana mRNA for arginine/serine-rich splicing 




factor, RSp40 


Seq. No. 


175316 


Seq. ID 


jC-atXLIB327 4 30P2a07al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


44 


E value 


2.0e-15 


Match length 


56 


% identity 


95 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


175317 


Seq. ID 


jC-atXLIB327430P2b04al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


48 


E value 


8.0e-18 


Match length 


48 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


175318 


Seq. ID 


jC-atXLIB327430P2b05al 


Method 


BLASTN 


NCBI GI 


g2264316 


BLAST score 


54 


E value 


3.0e-21 


Match length 


162 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MROll, complete sequence [Arabidopsis thaliana] 


Seq. No. 


175319 


Seq. ID 


jC-atXLIB327430P2b06al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


50 


E value 


5.0e-19 


Match length 


54 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


175320 


Seq. ID 


jC-atXLIB327430P2b06bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


33 


E value 


7.0e-09 


Match length 


57 


% identity 


89 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich splicing 




factor, RSp40 


Seq. No. 


175321 



24156 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



jC-atXLIB327430P2b07al 

BLASTN 

g2462264 

54 

2.0e-21 

62 
97 

Cucumis sativus mRNA for patatin-like protein, partial 



175322 

jC-atXLIB327430P2b07bl 

BLASTN 

gl877523 

40 

6.06-13 

54 

95 

Arabidopsis thaliana BAC T7I23, 
[Arabidopsis thaliana] 



complete sequence 



175323 

jC-atXLIB327430P2b09al 

BLASTN 

g2290120 

55 

6.0e-22 

63 

97 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



175324 

jC-atXLIB3274 30P2b09bl 

BLASTN 

g2781393 

72 

5.0e-32 

99 
94 

Arabidopsis thaliana O-methyltransf erase 1 
complete cds 

175325 

jC-atXLIB327430P2bl0al 

BLASTN 

g531828 

57 

4 ,0e-23 

61 

98 

Cloning vector pSportl, complete cds 



(env) 



(0MT1) mRNA, 



175326 

jC-atXLIB327430P2c04bl 

BLASTN 

g2582640 

42 



24157 



E value 
Match length 
% identity 
NCBI Description 



3-0e-14 

61 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175327 

jC-atXLIB327430P2c05bl 

BLASTN 

g2582640 

48 

9.0e-18 

64 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175328 

jC-atXLIB327430P2c08al 

BLASTN 

g2262155 

180 

1.0e-96 

304 
89 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

175329 

jC-atXLIB327430P2cllbl 

BLASTN 

g2351071 

100 

8.0e-49 

140 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MVA3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



175330 

jC-atXLIB327430P2cl2bl 

BLASTN 

g4558586 

50 

6.0e-19 

110 

87 

Arabidopsis thaliana chromosome 1 
complete sequence 

175331 

jC-atXLIB327430P2d04al 

BLASTX 

g3122387 

186 

6.0e-14 

42 



BAC T5I8 sequence, 



24158 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

WD-40 REPEAT PROTEIN MSI1 >gi_2394229 (AF016846) WD-40 
repeat protein [Arabidopsis thaliana] 

175332 

jC-atXLIB327430P2d06al 

BLAST N 

g2462264 

33 

9.0e-09 

41 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
175333 

jC-atXLIB327430P2d07bl 

BLASTN 

g2582640 

39 

2.0e-12 

71 
89 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175334 

jC-atXLIB3274 30P2d08al 

BLASTN 

g2462264 

43 

4.0e-15 

55 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
175335 

jC-atXLIB327430P2d08bl 

BLASTN 

g2582640 

67 

2.0e-29 

75 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175336 

jC-atXLIB327430P2d09al 

BLASTN 

g2462264 

38 

9.0e-12 

50 
94 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No, 



175337 



24159 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327430P2dl0al 

BLASTN 

g4733952 

58 

9.0e-24 

110 

88 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175338 

jC-atXLIB327430P2dl0bl 

BLASTN 

g4733952 

83 

1.0e-38 

132 

89 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175339 

jC-atXLIB327430P2dllbl 

BLASTN 

g4580744 

122 

6.0e-62 

142 

97 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



175340 

jC-atXLIB327430P2e01al 

BLASTN 

g2462264 

37 

3.0e-ll 

57 
91 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175341 

jC-atXLIB327430P2e01bl 

BLASTN 

g2582640 

53 

1.0e-20 

80 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



175342 

jC-atXLIB327 430P2e02bl 

BLASTN 

g2582640 



24160 



f) 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40 

4.0e-13 

52 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

175343 

jC-atXLIB327 430P2e03al 

BLAST N 

g2462264 

50 

5.0e-19 

54 
98 

Cucurais sativus mRNA for patatin-like protein, partial 
175344 

jC-atXLIB327430P2e07bl 

BLASTN 

g4468103 

35 

6.0e-10 

63 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone M3E9 
(ESSA project) 

175345 

jC-atXLIB3274 30P2e08bl 

BLASTN 

g2582640 

42 

4 .0e-14 

62 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175346 

jC-atXLIB327430P2f01bl 

BLASTN 

g3688169 

62 

4.0e-26 

145 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone F26P21 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



175347 

jC-atXLIB3274 30P2f04bl 

BLASTN 

g2582640 

55 

6.0e-22 

67 



24161 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175348 

jC-atXLIB327430P2f06al 

BLASTN 

g3702732 

119 

3.0e-60 

295 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MGF10, complete sequence [Arabidopsis thaliana] 



175349 

jC-atXLIB327430P2f06bl 

BLASTN 

g3702732 

96 

2.0e-46 

120 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MGF10, complete sequence [Arabidopsis thaliana] 



PI clone: 



PI clone: 



175350 

jC-atXLIB327430P2f07al 

BLASTN 

g2462264 

40 

5.0e-13 

44 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



175351 

jC-atXLIB327430P2f08bl 

BLASTN 

g3241926 

109 

3.0e-54 

179 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSG15, complete sequence [Arabidopsis thaliana] 



PI clone: 



175352 

jC-atXLIB327430P2f09bl 

BLASTN 

g2582640 

62 

4.0e-26 

70 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



24162 



Seq. No. 


175353 


Seq. ID 


jC-atXLIB327 430P2fllal 


Met hod 


ny 7\ O m XT 

BLAS 1 N 


NCBI GI 


g531828 


BLAST score 


49 


E value 


2.0e-18 


Match length 


61 


% identity 


95 


NCBI Description 


Cloning vector pSportl 


Seq. No. 


175354 


Seq. ID 


jC-atXLIB327430P2fl2al 


Method 


BLASTN 


NCBI GI 


gjzyzou / 


BLAST score 


126 


E value 


2.0e-64 


Match length 


162 


% identity 


96 


NCBI Description 


Arabidopsis thaliana D] 




(ESSAII project) 


Seq. No. 


175355 


Seq. ID 


jC-atXLIB3274 30P2g01al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


45 


% identity 


96 


NCBI Description 


Cloning vector pSportl 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175356 

jC-atXLIB327430P2g02bl 

BLASTN 

g2582640 

43 

8.0e-15 

70 

92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175357 

jC-atXLIB327430P2g03al 

BLASTX 

g2760834 

244 

1.0e-20 

135 

33 

(AC003105) 
thaliana] 



putative nitrate transporter [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



175358 

jC-atXLIB327430P2g03bl 
BLASTN 



24163 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2760829 
61 

2.0e-25 

69 

97 

Arabidopsis thaliana chromosome II BAC F18A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



175359 

jC-atXLIB327430P2g07al 

BLASTN 

g4204173 

61 

1.0e-25 

200 
85 

Arabidopsis thaliana chromosome 1 BAC T2K10 
complete sequence [Arabidopsis thaliana] 



sequence, 



175360 

jC-atXLIB3274 30P2g07bl 

BLASTN 

g4204173 

94 

3.0e-45 

257 
89 

Arabidopsis thaliana chromosome 1 BAC T2K10 
complete sequence [Arabidopsis thaliana] 



sequence, 



175361 

jC-atXLIB327430P2g08al 

BLASTX 

gl352458 

312 

2.0e-33 

114 

72 

INOSINE-5 T -MONOPHOSPHATE DEHYDROGENASE (IMP DEHYDROGENASE) 

(IMPDH) (IMPD) >gi_2117507_pir JC4 999 IMP dehydrogenase 

(EC 1.1.1.205) - Arabidopsis thaliana >gi_JL100063 (L34684) 

IMP dehydrogenase [Arabidopsis thaliana] 

175362 

jC-atXLIB327430P2g09al 

BLASTN 

g2335089 

115 

9.0e-58 

290 
90 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



175363 

jC-atXLIB327430P2gl0al 
BLASTN 



24164 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g531828 
53 

9.0e-21 

65 
95 

Cloning vector pSportl, complete cds 
175364 

jC-atXLIB327430P2h03al 

BLASTN 

g4185120 

113 

1.0e-56 

267 

92 

Arabidopsis thaliana chromosome 1 BAC F5F19 sequence, 
complete sequence [Arabidopsis thaliana] 

175365 

jC-atXLIB327430P2h04al 

BLASTN 

g2462264 

41 

1.0e-13 

41 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
175366 

jC-atXLIB327 430P2h04bl 

BLASTN 

g2582640 

40 

6.0e-13 

56 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175367 

jC-atXLIB327430P2h06al 

BLASTN 

g2462264 

51 

2.0e-19 

55 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
175368 

jC-atXLIB327430P3a07bl 

BLASTN 

g2582640 

52 

4.0e-20 

67 

94 



24165 



NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175369 

jC-atXLIB327 430P3c06bl 

BLASTN 

g3510336 

172 

1.0e-91 

280 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K18J17, complete sequence [Arabidopsis thaliana] 

175370 

jC-atXLIB327 4 30P3cllbl 

BLASTN 

g2760172 

64 

2.0e-27 

300 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUB3, complete sequence [Arabidopsis thaliana] 

175371 

jC-atXLIB327 430P3d04bl 

BLASTN 

g2582640 

51 

1.0e-19 

59 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175372 

jC-atXLIB327430P3d05bl 

BLASTX 

g4455329 

295 

2.0e-26 

111 
59 

(AL035525 ) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 

175373 

jC-atXLIB327430P3d07bl 

BLASTN 

g2582640 

36 

1.0e-10 

56 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



24166 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175374 

jC-atXLIB327430P3dllbl 

BLASTX 

g2642157 

278 

2.0e-24 

139 

45 

(AC003000) ankyrin-like protein [Arabidopsis thaliana] 
175375 

jC-atXLIB327430P3e05bl 

BLASTN 

g2582640 

59 

2.0e-24 

71 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175376 

jC-atXLIB3274 30P3e08bl 

BLASTN 

g2582640 

55 

6.0e-22 

63 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175377 

jC-atXLIB327430P3f02bl 

BLASTN 

g3449311 

67 

4.0e-29 

110 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15I22, complete sequence [Arabidopsis thaliana] 

175378 

jC-atXLIB327430P3f04bl 

BLASTN 

g2582640 

33 

8.0e-09 

53 

91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 



175379 

jC-atXLIB327430P3f06bl 



24167 



f> 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2244829 

102 

6.0e-50 

212 
91 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

175380 

jC-atXLIB327 4 30P3f07bl 

BLASTN 

gl6491 

64 

3.0e-27 

119 

88 

A. thaliana mRNA for root-specific gene 
175381 

jC-atXLIB327 4 30P3g06bl 

BLASTX 

gll74718 

325 

1.0e-32 

146 

63 

PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 

>gi_32257 9_pir JQ1674 receptor protein kinase TMK1 (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175382 

jC-atXLIB327430P3g09bl 

BLASTN 

g2582640 

52 

4.0e-20 

74 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175383 

jC-atXLIB327430P4a02bl 

BLASTX 

g2129657 

159 

6.0e-12 

110 
47 

oleosin isoform - Arabidopsis thaliana 

>gi__987014_emb_CAA90877_ (Z54164) oleosin [Arabidopsis 
thaliana] >gi_987016_emb_CAA90878_ (Z54165) oleosin 
[Arabidopsis thaliana] 



Seq. No. 



175384 



24168 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327 430P4a03bl 

BLASTN 

g4756963~ 

102 

2.0e-50 

102 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175385 

jC-atXLIB327430P4allbl 

BLASTX 

gll73104 

552 

1.0e-56 

115 
89 

RIBONUCLEASE 2 PRECURSOR >gi_289210 (M98336) ribonuclease 
[Arabidopsis thaliana] >gi_2642160 (AC003000) ribonuclease, 
RNS2 [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



175386 

jC-atXLIB327 4 30P4c06al 

BLASTN 

g2462264 

41 

1.0e-13 

53 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
175387 

jC-atXLIB327430P4c07bl 

BLASTN 

g2582640 

46 

1.0e-16 

62 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175388 

jC-atXLIB327430P4d01bl 

BLASTN 

g3228389 

33 

6.0e-09 

37 

97 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

175389 

jC-atXLIB327430P4d05al 
BLASTN 



24169 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3128476 
86 

2.0e-40 

134 

92 

Arabidopsis thaliana metalloproteinase mRNA, complete cds 
175390 

jC-atXLIB327 430P4d08al 

BLASTN 

g2618601 

57 

4.0e-23 

82 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24 , complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
"% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



175391 

jC-atXLIB327 4 30P4f 05al 

BLASTN 

g3319339 

43 

1.0e-14 

87 
91 

Arabidopsis thaliana BAC F9D12 
175392 

jC-atXLIB327 430P4gl2bl 

BLASTN 

g2244901 

35 

5.0e-10 

140 

85 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

175393 

jC-atXLIB327431Plallal 

BLASTN 

g2290120 

52 

4.0e-20 

71 

96 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

175394 

jC-atXLIB327431Pld0 6al 

BLASTN 

g2290120 

42 

3.0e-14 

49 



24170 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

175395 

jC-atXLIB327431Ple02al 

BLASTX 

g2827634 

496 

4.0e-50 

98 

100 

(AL021636) putative protein [Arabidopsis thaliana] 



175396 

jC-atXLIB327431Plfl2al 

BLASTN 

g304040 

175 

1.0e-93 

368 
88 

Alnus incana chloroplast 23S ribosomal 



RNA (23S rRNA) gene 



175397 

jC-atXLIB327431Plg03al 

BLASTN 

g3434972 

253 

1.0e-140 

361 
93 

Arabidopsis thaliana At ERF- 4 mRNA for ethylene responsive 
element binding factor 4, complete cds 

175398 

jC-atXLIB327431Plh01al 

BLASTN 

g2182287 

43 

8.0e-15 

79 
87 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

175399 

jC-atXLIB327431Plh03al 

BLASTN 

g3492855 

76 

2.0e-34 

156 

88 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 



24171 



Seq. No. 


175400 


Seq. ID 


jC-atXLIB327431Plh03bl 


Method 


BLAST N 


NCBI GI 


goolozo 


BLAST score 


34 


E value 


2.0e-09 


Match length 


71 


% identity 


87 


NCBI Description 


Cloning vector pSportl 


Seq. No. 


175401 


Seq. ID 


jC-atXLIB327431Plh09al 


Method 


BLASTN 


NCBI GI 


g3687221 


BLAST score 


99 


E value 


1.0e-48 


Match length 


144 


% identity 


96 


NCBI Description 


Arabidopsis thaliana c 



complete cds 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175402 

jC-atXLIB327 4 31P2b05bl 

BLASTN 

g2582640 

61 

2.0e-25 

72 

97 

Arabidopsis thaliana mRNA 
factor, RSp40 



for arginine/serine-rich splicing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175403 

jC-atXLIB327 431P2d03al 

BLASTN 

g!871173 . 

223 

1.0e-122 

357 
99 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

175404 

jC-atXLIB3274 31P2d05al 

BLASTN 

g2290120 

39 

2.0e-12 

66 
93 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 
Seq. ID 
Method 



175405 

jC-atXLIB327431P2f02al 
BLASTN 



24172 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl460048 
408 

0.0e+00 

474 

96 

A. thaliana mitochondrial tRNA-Tyr pseudogene & nad2 gene, 
exon 3,4s 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175406 

jC-atXLIB327431P2f06al 

BLASTN 

g4079631 

66 

1.0e-28 

74 
97 

Arabidopsis thaliana mRNA for hypothetical protein, partial 
175407 

jC-atXLIB3274 31P2fl0al 

BLASTN 

g4519188 

221 

1.0e-121 

457 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K21L19, complete sequence 

175408 

jC-atXLIB327431P2g03al 

BLASTN 

g2290120 

43 

9.0e-15 

43 
100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



175409 

jC-atXLIB327431P2g06al 

BLASTX 

gll69598 

872 

4.0e-94 

161 

100 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

175410 

jC-atXLIB327 4 31P2hllal 

BLASTX 

g3024871 

383 



24173 



E value 
Match length 
% identity 
NCBI Description 



8.0e-37 

152 

49 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp. ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175411 

jC-atXLIB327431P3a03al 

BLASTX 

g3335516 

791 

1.0e-84 

158 
77 

(AF053941) 
thaliana] 



nonphototropic hypocotyl 2 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175412 

jC-atXLIB3274 31P3b01al 

BLASTN 

g4757392 

251 

1.0e-139 

445 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14A17, complete sequence 

175413 

jC-atXLIB327 431P3b09al 

BLASTX 

g2129578 

259 

2.0e-22 

72 
72 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi_928932_emb_CAA8 9205_ (Z49239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 

>gi_1585435_prf 2124427B diamide resistance gene 

[Arabidopsis thaliana] 

175414 

jC-atXLIB327431P3bl2al 

BLASTX 

g729479 

398 

1.0e-38 

98 
77 

FERREDOXIN--NADP REDUCTASE PRECURSOR { FNR) >gi_551131 
(U14956) ferredoxin NADP+ reductase precursor [Vicia faba] 



Seq. No. 
Seq. ID 
Method 



175415 

jC-atXLIB327431P3c03al 
BLASTN 



24174 



flfr 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g887938 
30 

5.0e-07 

136 

93 

Arabidopsis thaliana clone YAP317 GAST1 protein homolog 
mRNA, complete cds 

175416 

jC-atXLIB327431P3e07al 

BLASTX 

g430947 

526 

1.0e-53 

135 
76 

(U01103) PSI type III chlorophyll a/b-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175417 

jC-atXLIB327431P3e08bl 

BLASTX 

g3808062 

100 

1.0e-03 

185 

6 

(AB019195) PV100 [Cucurbita maxima] 
175418 

jC-atXLIB3274 31P3f06al 

BLASTN 

g3582315 

73 

1.0e-32 

81 
99 

Arabidopsis thaliana chromosome II BAG T27A16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175419 

jC-atXLIB327431P3f09al 

BLASTX 

g2827546 

711 

3.0e-75 

136 

99 

(AL021635) cytochrome P450 like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



175420 

jC-atXLIB327431P3g04al 

BLASTX 

g3660467 

658 

4 . 0e-69 



24175 



Match length 

% identity 

NCBI Description 



147 
90 

(AJ001807) 
thaliana] 



succinyl-GoA-ligase alpha subunit [Arabidopsis 



Seq. No. 


175421 


Seq. ID 


jC-atXLIB3274 31P4a05bl 


Method 


BLASTN 


NCBI GI 


g2098816 


BLAST score 


52 


E value 


4.0e-20 


Match length 


80 


% identity 


93 


NCBI Description 


Arabidopsis thaliana BAC 


Seq. No. 


175422 


Seq. ID 


jC-atXLIB327431P4a08al 


Method 


BLASTN 


NCBI GI 


g4325216 


BLAST score 


112 


E value 


6.0e-56 


Match length 


323 


% identity 


86 


NCBI Description 


Arabidopsis thaliana hyd 




complete cds 



mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175423 

jC-atXLIB327 4 31P4cllbl 

BLASTX 

g3335371 

196 

6.0e-15 

92 
34 

(AC003028) 
thaliana] 



putative ethylene-inducible protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175424 

jC-atXLIB327431P4e02al 

BLASTX 

g2914700 

598 

5.0e-62 
118 
100 

(AC003974) 
thaliana] 



tRNA-processing protein SEN3-like [Arabidopsis 



175425 

jC-atXLIB3274 31P4e05al 

BLASTX 

g2129613 

571 

7.0e-59 

159 

70 

homeotic protein BEL1 - 



Arabidopsis thaliana >gi_1122533 



24176 



# 



(U39944) BELLI [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175426 

jC-atXLIB327431P4f03al 

BLASTX 

g4091806 

371 

2.0e-35 

95 

68 

(AF052585) CONSTANS-like protein 2 [Malus domestica] 
175427 

jC-atXLIB327431P4g08al 

BLASTX 

gl653702 

256 

6.0e-22 

73 

71 

(D90915) dihydrolipoamide acetyltransf erase component 
of pyruvate dehydrogenase complex [Synechocystis sp.] 



(E2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175428 

jC-atXLIB327431P4h02al 

BLASTX 

g!749546 

228 

1.0e-18 

81 

57 

(D89169) similar to Saccharomyces cerevisiae SCD6 protein, 
SWISS-PROT Accession Number P45978 [Schizosaccharomyces 
pombe] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175429 

jC-atXLIB327431P4h03al 

BLASTN 

g531832 

40 

5.0e-13 

44 

98 

Cloning vector pSport2, 



complete sequence 



175430 

jC-atXLIB327431P4h06al 

BLASTX 

g4587549 

332 

8.0e-31 

132 
43 

(AC006577) Similar to gb_U55861 RNA binding protein 
nucleolysin (TIAR) from Mus musculus and contains several 
PF 00076 RNA recognition motif domains. ESTs gb_T21032 and 
gb~T44127 come from this gene. [Arabidopsis t 



24177 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175431 

jC-atXLIB327 431P4h09al 

BLASTX 

g3641868 

308 

5.0e-28 

108 
56 

(AJ011012) hypothetical protein [Cicer arietinum] 
175432 

jC-atXLIB327432Pla02al 

BLASTN 

g3434970 

72 

5.0e-32 

161 

88 

Arabidopsis thaliana AtERF-3 mRNA for ethylene responsive 
element binding factor 3, complete cds 

175433 

jC-atXLIB327 4 32Pla09al 

BLASTN 

g2462264 

39 

2.0e-12 

43 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



175434 

jC-atXLIB327432Plal0al 

BLASTN 

g531828 

56 

1.0e-22 

64 

97 

Cloning vector pSportl, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175435 

jC-atXLIB327432Plallal 

BLASTX 

g3138972 

149 

2.0e-09 

114 

41 

(AF038505) dihydrolipoylacyltransf erase subunit of the 
branched-chain alpha-keto acid dehydrogenase complex 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



175436 

jC-atXLIB327432Plb04al 
BLASTN 



24178 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2462264 
36 

1.0e-10 

44 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
175437 

jC-atXLIB327432Plb09al 

BLASTN 

g2462264 

42 

3.0e-14 

54 

94 

Cucumis sativus mRNA for patatin-like protein, partial 
175438 

jC-atXLIB3274 32Plbl0al 

BLASTN 

g3738313 

110 

8.0e-55 

382 

89 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175439 

jC-atXLIB327432Plbl0bl 

BLASTX 

g3738339 

59 

2.0e-28 

147 
60 

(AC005170) putative kinase [Arabidopsis thaliana] 
175440 

jC-atXLIB327432Plbl2bl 

BLASTN 

g3282170 

41 

1.0e-13 

53 
94 

Arabidopsis thaliana chromosome 1 BAC F8K4 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



175441 

jC-atXLIB32 74 32Plc01bl 

BLASTN 

g4432847 

99 

4 .0e-48 

203 



24179 



# 



NCBI Description Arabidopsis thaliana chromosome II BAC F13B15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175442 

jC-atXLIB327432Plc03al 

BLASTN 

g2462264 

35 

5.0e-10 

43 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
175443 

jC-atXLIB327432Plc03bl 

BLASTN 

g3193282 

76 

5.0e-35 

99 
94 

Arabidopsis thaliana BAC T14P8 



175444 

- jC-atXLIB327 432Plc06al 
BLASTN 
g3128141 
64 

2.0e-27 

125 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQD22, complete sequence [Arabidopsis thaliana] 



PI clone 



175445 

jC-atXLIB327 432Plc06bl 

BLASTN 

g3128141 

45 

2.0e-16 

61 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQD22, complete sequence [Arabidopsis thaliana] 



PI clone 



175446 

jC-atXLIB327432Plc08al 

BLASTN 

g2290120 

34 

2.0e-09 

54 

91 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



S.eq. No. 



175447 



24180 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



jC-atXLIB327432Plc09al 

BLASTN 

g531828 

46 

1.0e-16 

61 
95 

Cloning vector pSportl, 



complete cds 



175448 

jC-atXLIB327 432Plcl2al 

BLASTN 

g4263586 

247 

1.0e-136 

435 
89 

Arabidopsis thaliana chromosome 1 BAC F28K20 sequence, 
complete sequence 

175449 

jC-atXLIB327432Pld02al 

BLASTN 

g2462264 

36 

L.Oe-10 

44 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
175450 

jC-atXLIB327432Pld04al 

BLASTN 

g3212846 

52 

3.0e-20 

84 

90 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175451 

jC-atXLIB327432Pld04bl 

BLASTN 

g3212846 

123 

1.0e-62 

249 
88 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175452 

jC-atXLIB327432Pld06al 

BLASTN 

g2264316 

139 



24181 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-72 

294 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MROll, complete sequence [Arabidopsis thaliana] 

175453 

jC-atXLIB327432Pld07bl 

BLASTN 

g2618599 

38 

2.0e-12 

57 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBD2 , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175454 

jC-atXLIB327 432Pldl0bl 

BLASTN 

g531832 

34 

2.0e-09 

46 

93 

Cloning vector pSport2, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175455 

jC-atXLIB327 432Pldl2al 

BLASTN 

g2462264 

35 

5.0e-10 

51 

92 

Cucumis sativus mRNA for patatin-like protein, partial 
175456 

jC-atXLIB3274 32Ple01al 

BLASTN 

g2462264 

37 

2.0e-ll 

57 
91 

Cucumis sativus mRNA for patatin-like protein, partial 
175457 

jC-atXLIB327 432Ple03al 

BLASTN 

g2462264 

35 

5.0e-10 

50 
94 

Cucumis sativus mRNA for patatin-like protein, partial 



24182 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175458 

jC-atXLIB327432Ple03bl 

BLASTX 

gl35406 

266 

6.0e-34 

104 

78 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_99768_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175459 

jC-atXLIB327 432Plf01bl 

BLASTX 

g4539327 

283 

2.0e-27 

88 
74 

(AL035679) putative proton pump [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175460 

jC-atXLIB327432Plf04al 

BLASTN 

g4580528 

58 

9.0e-24 

139 
86 

Arabidopsis thaliana scarecrow-like 13 (SCL13) mRNA, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175461 

jC-atXLIB327432Plf04bl 

BLASTN 

g2245073 

83 

1.0e-38 

239 
95 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175462 

jC-atXLIB327432Plf05bl 

BLASTN 

g2582640 

37 

3.0e-ll 

53 

92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 



175463 



24183 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

.Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



jC-atXLIB327 4 32Plf07al 

BLASTN 

g4006815 

63 

1.0e-26 

103 

93 

Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175464 

jC-atXLIB327432Plf08al 

BLASTN 

g2462264 

42 

3.0e-14 

54 

94 

Cucumis sativus mRNA for patatin-like protein, partial 
175465 

jC-atXLIB327432Plg03al 

BLASTN 

g4678705 

85 

7.0e-40 

129 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
(ESSA project) 

175466 

jC-atXLIB327432Plh01al 

BLASTN 

g2462264 

38 

9.0e-12 

61 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
175467 

jC-atXLIB327432Plh02al 

BLASTN 

g2462264 

42 

3.0e-14 

50 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
175468 

jC-atXLIB327432Plh03al 

BLASTN 

g2462264 

46 

1.0e-16 



24184 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
175469 

jC-atXLIB327432Plh04al 

BLASTN 

g531832 

39 

2.0e-12 

58 

93 

Cloning vector pSport2, complete sequence 
175470 

jC-atXLIB327432Plh04bl 

BLASTN 

g2582640 

64 

2.0e-27 

75 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175471 

jC-atXLIB327432Plh07al 

BLASTN 

g2264367 

139 

5.0e-72 

298 

97 

Arabidopsis thaliana BAC F6P23 from chromosome IV, top arm, 
complete sequence [Arabidopsis thaliana] 

175472 

jC-atXLIB327432Plh08al 

BLASTN 

g2462264 

46 

1.0e-16 

54 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
175473 

jC-atXLIB327432Plh09al 

BLASTN 

g2462264 

35 

5.0e-10 

39 
97 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



175474 



24185 



Seq. ID jOatXLIB327432Plhl2al 

Method BLASTX 

NCBI GI g3201554 

BLAST score 257 

E value 4.0e-22 

Match length 59 

% identity 7 6 t 
NCBI Description (AJ006501) beta-D-glucosidase [Tropaeolum ma^us] 

Seq. No. 175475 

Seq. ID jC-atXLIB327432P2a05a2 

Method BLASTN 

NCBI GI g2462264 

BLAST score 38 

E value 9.0e-12 

Match length 54 

% identity 93 , 
NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175476 

jC-atXLIB327432P2a09a2 

BLASTN 

g531828 

54 

2.0e-21 

65 
95 

Cloning vector pSportl, 



complete cds 



175477 

jC-atXLIB327432P2b08al 

BLASTN 

g2244991 

115 

4.0e-58 

139 
96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig - 
fragment No 

175478 

jC-atXLIB327 432P2bllal 

BLASTN 

g2462264 

40 

3.0e-13 

40 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 175479 

Seq. ID jC-atXLIB327432P2bl2al 

Method BLASTN 

NCBI GI g2924734 

BLAST score 63 

E value 7.0e-27 

Match length 94 



24186 



% identity 94 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXE10, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. 'ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175480 

jC-atXLIB327 432P2c08al 

BLASTN 

gl483219 

121 

2.0e-61 

189 
94 

A. thaliana mRNA for peroxidase ATPla, clone EST 103m21t7 
175481 

jC-atXLIB327432P2c09bl 

BLASTN 

g4432829 

52 

2.0e-20 

154 
89 

Arabidopsis thaliana chromosome II BAC T1B3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175482 

jC-atXLIB327432P2cllal 

BLASTN 

g2462264 

43 

7.0e-15 

51 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
175483 

jC-atXLIB327 432P2d02bl 

BLASTN 

g4589424 

59 

2.0e-24 

164 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K8E10, complete sequence 

175484 

jC-atXLIB3274 32P2d04al 

BLASTN 

g2088638 

82 

3.0e-38 

263 
83 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



24187 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175485 

jC-atXLIB327 432P2d07al 

BLAST N 

g2281081 

52 

3.0e-20 

76 

95 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 175486 

Seq. ID jC-atXLIB327432P2d08bl 

Method BLASTX 

NCBI GI g902586 

BLAST score 483 

E value 8.0e-49 

Match length 105 

% identity 18 

NCBI Description (U29162) ubiquitin [Zea mays] 

Seq. No. 175487 

Seq. ID jC-atXLIB327432P2d09a2 

Method BLASTN 

NCBI GI g531828 

BLAST score 34 

E value 2.0e-09 

Match length 50 

% identity 96 

NCBI Description Cloning vector pSportl, complete cds 

Seq. No. 175488 

Seq. ID jC-atXLIB327432P2dl0al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 4 8 

E value 7.0e-18 

Match length 52 

% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 175489 

Seq. ID jC-atXLIB327432P2dllal 

Method BLASTN 

NCBI GI g2462264 

BLAST score 54 

E value 2.0e-21 

Match length 54 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



175490 

jC-atXLIB327432P2e03al 

BLASTN 

g531828 

42 

3.0e-14 



24188 



Match length 
% identity 
■ NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 
98 

Cloning vector pSportl, complete cds 



175491 

jC-atXLIB327432P2e06b2 

BLASTN 

g3775986 

411 

0.0e+00 

429 

99 

Arabidopsis thaliana mRNA 



for DEAD box RNA helicase,RH3 



175492 

jC-atXLIB327 432P2el2a2 

BLASTN 

g4519193 

121 

2.0e-61 

376 
77 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDC11, complete sequence 

175493 

jC-atXLIB327432P2f02al 

BLASTN 

g2281081 

161 

2.0e-85 

288 
89 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175494 

jC-atXLIB327432P2f02bl 

BLASTN 

g2281081 

83 

9.0e-39 

147 

74 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175495 

jC-atXLIB3274 32P2f03al 

BLASTN 

g3132469 

94 

2.0e-45 

259 

83 

Arabidopsis thaliana chromosome II BAC T29F13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



24189 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



175496 

jC-atXLIB327432P2f04a2 

BLAST N 

g2290120 

37 

3.0e-ll 

45 

96 

HIV-1 strain M02 from USA, 
gene, partial cds 

175497 

jC-atXLIB327432P2f05b2 

BLASTX 

gll2205 

122 

3.0e-06 

169 

7 



envelope glycoprotein (env) 



NCBI Description proline-rich protein 15 - rat 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E* value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175498 

jC-atXLIB327 432P2fl0bl 

BLASTN 

g4586019 

33 

4.0e-09 

73 

90 

Arabidopsis thaliana chromosome II BAC T3P4 genomic 
sequence, complete sequence 

175499 

jC-atXLIB327432P2fl2al 

BLASTN 

g4220468 

191 

1.0e-103 

300 
93 

Arabidopsis thaliana chromosome II BAC T8011 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175500 

jC-atXLIB327432P2g01b2 

BLASTN 

g4519194 

137 

7.0e-71 

433 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MHM17 , complete sequence 



Seq. No. 
Seq. ID 



175501 

jC-atXLIB327432P2g04al 



24190 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3292807 

61 

1.0e-25 

200 
90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175502 

jC-atXLIB327432P2g07a2 

BLASTX 

gl628622 

114 

3.0e-15 

93 
48 

(U72631) flavonol synthase [Arabidopsis thaliana] 
>gi_1805305 (U84258) flavonol synthase [Arabidopsis 
thaliana] >gi_1805307 (U84259) flavonol synthase 

[Arabidopsis thaliana] >gi_1805309 (U84260) flavonol 
synthase [Arabidopsis thaliana] 

175503 

jC-atXLIB327 4 32P2gl0bl - 

BLASTN 

g3241926 

211 

1.0e-115 

260 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSG15, complete sequence [Arabidopsis thaliana] 

175504 

jC-atXLIB327432P2gl2b2 

BLASTX 

g4220476 

280 

7.0e-25 

84 
74 

(AC006069) ribophorin I- 



■like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



175505 

jC-atXLIB327432P2h02al 

BLASTN 

g4757399 

55 

5.0e-22 

267 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MEE13, complete sequence 

175506 

jC-atXLIB327432P2h03b2 



24191 



Method 

NCBI GT- 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4757399 

141 

3.0e-73 

384 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE13, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175507 

jC-atXLIB327432P2h05b2 

BLASTN 

g3941523 

41 

1.0e-13 

45 

98 

Arabidopsis thaliana putative transcription factor (MYB92 ] 
mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175508 

jC-atXLIB327432P2h06al 

BLASTN 

g2191126 

71 

1.0e-31 

130 

91 

Arabidopsis thaliana BAC IG002N01 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175509 

jC-atXLIB327432P2h06a2 

BLASTN 

g2191126 

196 

1.0e-106 

429 

91 

Arabidopsis thaliana BAC IG002N01 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175510 

jC-atXLIB327432P2h07a2 

BLASTN 

g2462264 

36 

9.0e-ll 

40 

97 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



175511 

jC-atXLIB327432P2h07b2 

BLASTN 

g3941523 

34 

2.0e-09 

48 



24192 



NCB^Description Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175512 

jC-atXLIB327432P2h09a2 

BLASTN 

g2462264 

49 

1.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
175513 

jC-atXLIB327432P2hl0b2 

BLASTN 

g2582640 

46 

1.0e-16 

70 

91 , , 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 

factor, RSp40 
175514 

jC-atXLIB327432P3a01al 

BLASTN 

g4589410 

50 

5.0e-19 

70 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F2015, complete sequence 

175515 

jC-atXLIB327432P3a01bl 

BLASTN 

g2582640 

51 

1.0e-19 

67 

94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175516 

jC-atXLIB327432P3a05bl 

BLASTN 

gl785673 

128 

2.0e-65 

144 

97 

A. thaliana mitochondrial genome, part A 



24193 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175517 

jC-atXLIB327432P3a06bl 

BLASTX 

g2108252 

133 

1.0e-07 

78 
31 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4 538 92 5_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175518 

jC-atXLIB327432P3a08al 

BLASTN 

g4586024 

164 

5.0e-87 

333 

70 

Arabidopsis thaliana chromosome II BAC T13C7 genomic 
sequence , complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175519 

jC-atXLIB327432P3a08bl 

BLASTN 

g4586024 

126 

2.0e-64 

138 
98 

Arabidopsis thaliana chromosome II BAC T13C7 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175520 

jC-atXLIB327432P3b07bl 

BLASTN 

g2760165 

80 

7.0e-37 

136 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175521 

jC-atXLIB327432P3c02bl 

BLASTN 

g2582640 

62 

4.0e-26 

73 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



24194 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175522 

jC-atXLIB327432P3c06bl 

BLASTX 

g3281858 

273 

5.0e-24 

131 
55 

(AL031004) 
thaliana] 



ribosomal protein S6 - like [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



175523 

jC-atXLIB327432P3d01bl 

BLASTN 

g2582640 

62 

4.0e-26 

74 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175524 

jC-atXLIB327 4 32P3d04bl 

BLASTN 

g3869069 

165 

1.0e-87 

361 
98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MEB5, complete sequence [Arabidopsis thaliana] 

175525 

jC-atXLIB327 432P3e08bl 

BLASTX 

g4582488 

309 

3.0e-28 

75 
79 

(AL0217 68) putative protein [Arabidopsis thaliana] 
175526 

jC-atXLIB327432P3f04bl 

BLASTX 

g4314363 

608 

3.0e-63 

149 

54 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
175527 

jC-atXLIB327432P3h03bl 

BLASTN 

g2582640 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



59 

2.0e-24 

74 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175528 

jC-atXLIB327432P3h06bl 

BLASTX 

g829213 

474 

2.0e-47 

120 

55 

(X81050) beta-tubulin [Naegleria gruberi] 
175529 

jC-atXLIB327432P4a03al 

BLASTN 

g3869067 

119 

4.0e-60 

245 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MCK7, complete sequence [Arabidopsis thaliana] 

175530 

jC-atXLIB327432P4a06al 

BLASTN 

g2462264 

34 

2.0e-09 

38 

97 

Cucumis sativus mRNA for patatin-like protein, partial 
175531 

jC-atXLIB327432P4a06bl 

BLASTN 

g2582640 

64 

2.0e-27 

72 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175532 

jC-atXLIB327432P4a08bl 

BLASTN 

g2582640 

56 

1.0e-22 

72 
94 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175533 

jC-atXLIB327432P4al0al 

BLAST N 

g2462264 

48 

9.0e-18 

60 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
175534 

jC-atXLIB327432P4fo01al 

BLASTN 

g4760411 

142 

7.0e-74 

270 
89 

Arabidopsis thaliana chromosome 1 BAC F25C20 sequence, 
complete sequence 

175535 

jC-atXLIB327432P4b04al 

BLASTN 

g531828 

54 

2.0e-21 

66 

95 

Cloning vector pSportl, complete cds 
175536 

jC-atXLIB327432P4b06al 

BLASTN 

g2462264 

49 

2.0e-18 

57 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
175537 

jC-atXLIB327432P4c04bl 

BLASTN 

g2281081 

421 

0.0e+00 

421 

100 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175538 

jC-atXLIB327432P4c07al 
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Method 


BLASTN 


NCBI GI 


g24 62264 


BLAST score 


50 


E value 


5.0e-19 


Match length 


54 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


175539 


Seq. ID 


jC-atXLIB3274 32P4cl2al 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


54 


E value 


2.0e-21 


Match length 


66 


% identity 


95 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


175540 


Seq. ID 


jC-atXLIB327432P4d01al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


43 


E value 


8 .Oe-15 


Match length 


51 


% identity 


96 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


175541 


Seq. ID 


jC-atXLIB3274 32P4e05al 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


57 


E value 


3.0e-23 


Match length 


65 


% identity 


97 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


175542 


Seq. ID 


jC-atXLIB327432P4e07al 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


45 


E value 


5.0e-16 


Match length 


61 


% identity 


93 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 


Seq. No. 


175543 


Seq. ID 


jC-atXLIB327432P4f01al 


Method 


BLASTN 


NCBI GI 


g2281632 


BLAST score 


60 


E value 


6.0e-25 


Match length 


311 



24198 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

Arabidopsis thaliana AP2 domain containing protein RAP2.4 
mRNA, partial cds 

175544 

jC-atXLIB327432P4g05al 

BLASTN 

g531828 

54 

2.0e-21 

66 

95 

Cloning vector pSportl, complete cds 
175545 

jC-atXLIB327432P4g06al 

BLASTX 

g4559372 

219 

1.0e-17 
71 

63 

(AC006585) putative CONSTANS protein [Arabidopsis thaliana] 
>gi_4646235_gb_AAD26898.1_AC007266_6 (AC007266) putative 
CONSTANS protein [Arabidopsis thaliana] 

175546 

jC-atXLIB327432P4g09al 

BLASTX 

g481132 

169 

9.0e-12 

49 
67 

sucrose transport protein SUC1 - Arabidopsis thaliana 
>gi_4 07094_emb_CAA53147_ (X75365) sucrose-proton symporter 
[Arabidopsis thaliana] 

175547 

jC-atXLIB327432P4h01al 

BLASTN 

g4220510 

168 

2.0e-89 

281 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22K18 
(ESSAII project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



175548 

jC-atXLIB327432P4h0 4al 

BLASTN 

g2618602 

95 

7.0e-46 

158 
94 
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# 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 

175549 

jC-atXLIB327432P4h06al 

BLASTN 

g531828 

39 

2.0e-12 

43 
98 

Cloning vector pSportl, complete cds 
175550 

jC-atXLIB327432P4hllal 

BLASTN 

g531828 

53 

9.0e-21 

64 
97 

Cloning vector pSportl, complete cds 
175551 

jC-atXLIB327432P4hl2al 

BLASTN 

g4510338 

195 

1.0e-105 

247 
95 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 

175552 

jC-atXLIB327433Plb01al 

BLASTN 

g4468976 

185 

2.0e-99 

261 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19F18 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175553 

jC-atXLIB327433Plc06bl 

BLASTN 

g2582640 

58 

9.0e-24 

70 
96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 



175554 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327433Plc07al 

BLASTN 

g2529657 

112 

6.0e-56 
196 
8 9 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175555 

jC-atXLIB327433Pld06al 

BLASTN 

g2462264 

45 

5.0e-16 

53 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
175556 

jC-atXLIB327433Pld07al 
BLASTN 
■g4454022 
246 

1.0e-136 

432 
90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F9D16 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



175557 

jC-atXLIB327433Ple07al 

BLASTN 

g2462264 

54 

2.0e-21 

54 . 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
175558 

jC-atXLIB327433Ple09al 

BLASTN 

g2462264 

48 

8.0e-18 

60 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
175559 

jC-atXLIB327433Plfllal 

BLASTN 

g2462264 

48 

8.0e-18 



24201 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

48 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



175560 

jC-atXLIB327433Plg01al 

BLASTN 

g531828 

43 

9.0e-15 

66 
94 

Cloning vector pSportl, 



complete cds 



175561 

jC-atXLIB327433Plg03al 

BLASTN 

g3869066 

105 

8 .0e-52 

208 

74 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBM1 7 , complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No,. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175562 

jC-atXLIB327 433Plg07al 

BLASTN 

g4589435 

98 

1.0e-47 

174 
94 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOE17, complete sequence 

175563 

jC-atXLIB327433Plg08al 

BLASTN 

g2462264 

44 

2.0e-15 

52 
96 

Cucumis sativus mRNA for patatin-like protein, partial 

175564 J 

jC-atXLIB327433llh02al 

BLASTN 

g2924651 

79 

3.0e-36 

119 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A18, complete sequence [Arabidopsis thaliana] 



24202 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175565 

jC-atXLIB327433Plh06bl 

BLASTN 

g2582640 

59 

2.0e-24 

71 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175566 

jC-atXLIB327433Plhllal 

BLASTN 

g3218549 

75 

5.0e-34 

79 

99 

Arabidopsis thaliana mRNA for Cdk-activating kinase lAt, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175567 

jC-atXLIB327433P2a01al 

BLASTN 

g4662609 

121 

2.0e-61 

274 
87 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175568 

jC-atXLIB327433P2a07al 

BLASTN 

g531832 

50 

5.0e-19 

54 

98 

Cloning vector pSport2, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175569 

jC-atXLIB327433P2a08al 

BLASTN 

g4093156 

252 

1.0e-139 

356 
93 

Arabidopsis thaliana phytochrome-associated protein 2 
(PAP2) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



175570 

jC-atXLIB327433P2c02al 
BLASTN 



24203 



NCBI GI 


g2462264 




BLAST score 


56 




E value 


1.0e-22 




Match length 


56 




% identity 


100 




NCBI Description 


Cucumis sativus mRNA for patatin- 


•like protein 


Seq. No. 


175571 




Seq. ID 


jC-atXLIB327433P2c06al 




Method 


BLASTN 




NCBI GI 


g24 oZZ 64 




BLAST score 


49 




E value 


2.0e-18 




Match length 


53 




% identity 


98 




NCBI Description 


Cucumis sativus mRNA for patatin- 


like protein 


Seq. No. 


175572 




Seq. ID 


jC-atXLIB327433P2c07al 




Method 


BLASTN 




NCBI GI 


g2290120 




JiLAb l score 


54 




E value 


2.0e-21 




Match length 


66 




% identity 


95 




NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprot 




gene, partial cds 




Seq. No. 


175573 




Seq. ID 


jC-atXLIB327433P2d03al 




Method 


BLASTN 




NCBI GI 


g2462264 




BLAST score 


53 




E value 


9.0e-21 




Match length 


53 




% identity 


100 




NCBI Description 


Cucumis sativus mRNA for patatin- 


■like protein 


Seq. No. 


175574 




Seq. ID 


jC-atXLIB327433P2dl2al 




Method 


BLASTN 




NCBI GI 


g2462264 




BLAST score 


49 




E value 


2.0e-18 




Match length 


53 




% identity 


98 




NCBI Description 


Cucumis sativus mRNA for patatin- 


■like protein 


Seq. No. 


175575 




Seq. ID 


jC-atXLIB327433P2e02al 




Method 


BLASTN 




NCBI GI 


g531828 




BLAST score 


54 




E value 


2.0e-21 




Match length 


65 




% identity 


97 




NCBI Description 


Cloning vector pSportl, complete 


cds 



24204 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

"E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



175576 

jC-atXLIB3274 33P2e03al 

BLASTN 

g531828 

54 

2.0e-21 

62 

97 

Cloning vector pSportl, complete cds 
175577 

jC-atXLIB3274 33P2e07al 

BLASTN 

g2462264 

49 

2.0e-18 

53 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
175578 

jC-atXLIB327433P2f03al 

BLASTN 

g2462264 

57 

4.0e-23 

61 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
175579 

jC-atXLIB3274 33P2fllal 

BLASTN 

g4159703 

61 

1.0e-25 

251 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K5F14, complete sequence 

175580 

jC-atXLIB327433P3e04al 

BLASTN 

g3445196 

44 

1.0e-15 

155 
92 

Arabidopsis thaliana chromosome II BAC T20K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175581 

jC-atXLIB3274 33P3fl0bl 

BLASTN 

g2582640 



24205 



# 



BLAST score 48 

E value 9.0e-18 

Match length 55 

% identity 96 

NCBI Description Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

Seq. No. 175582 

Seq. ID jC-atXLIB327437P2a05b2 

Method BLASTX 

NCBI GI g2760086 

BLAST score 100 

E value 6.0e-17 

Match length 59 

% identity 52 

NCBI Description (Y16046) leucine-rich repeat protein [Arabidopsis thaliana] 

Seq. No. 175583 

Seq. ID jC-atXLIB327437P2a06a2 

Method BLASTN 

NCBI GI g2760085 

BLAST score 65 

E value 5.0e-28 

Match length 342 

% identity 87 

NCBI Description Arabidopsis thaliana mRNA for leucine rich repeat protein 
(G8B7T7) 

Seq. No. 175584 

Seq. ID jC-atXLIB327437P2a07b2 

Method BLASTN 

NCBI GI g540252 

BLAST score 36 

E value 1.0e-10 

Match length 36 

% identity 100 

NCBI Description Cloning vector pSVSportl beta-lactamase gene, complete cds 

Seq. No. 175585 

Seq. ID jC-atXLIB327437P2allb2 

Method BLASTN 

NCBI GI g531828 

BLAST score 4 8 

E value 5.0e-18 

Match length 67 

% identity 94 

NCBI Description Cloning vector pSportl, complete cds 

Seq. No. 175586 

Seq. ID jC-atXLIB327437P2al2b2 

Method BLASTN 

NCBI GI g531828 

BLAST score 47 

E value 4.0e-17 

Match length 63 

% identity 94 

NCBI Description Cloning vector pSportl, complete cds 



24206 



# 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175587 

jC-atXLIB327437P2b03a2 

BLASTN 

g2582640 

43 

9.0e-15 

51 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175588 

jC-atXLIB327437P2b03b2 

BLASTN 

g2462264 

35 

5.0e-10 

39 
97 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175589 

jC-atXLIB327437P2b04al 

BLASTX 

g643469 

201 

1.0e-15 

58 

60 

(U1988 6) unknown [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175590 

jC-atXLIB327437P2b05bl 

BLASTN 

g4589412 

136 

3.0e-70 

394 

85 

Arabidopsis thaliana genomic DNA, 
F6N7, complete sequence 



chromosome 5, PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175591 

jC-atXLIB327437P2b06a2 

BLASTN 

g3941523 

44 

2.0e-15 

48 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



175592 

jC-atXLIB327 437P2b06b2 
BLASTN 



24207 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



g531828 
48 

9.0e-18 

59 

97 

Cloning vector pSportl, complete cds 
175593 

jC-atXLIB327437P2b07a2 

BLASTX 

g4759100 

149 

2.0e-09 

144 

18 

splicing factor, arginine/serine-rich 11 

>gi_105148_jpir A40988 54K arginine-rich nuclear protein 

human >gi__178997 (M74002) arginine-rich nuclear protein 
[Homo sapiens] 

175594 

jC-atXLIB3274 37P2bl0a2 

BLASTN 

g3800746 

41 

1.0e-13 

45 

98 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 

175595 

jC-atXLIB3274 37P2bl2a2 

BLASTN 

g3241917 

80 

7.0e-37 

206 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19B1, complete sequence [Arabidopsis thaliana] 

175596 

jC-atXLIB327437P2c01b2 

BLASTN 

g3449334 

102 

5.0e-50 

328 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYH9, complete sequence [Arabidopsis thaliana] 

175597 

jC-atXLIB327437P2c02b2 

BLASTN 

g2462264 



24208 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



44 

2.0e-15. 

48 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
175598 

jC-atXLIB327437P2c04b2 

BLAST N 

g2290120 

48 

9.0e-18 

59 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



175599 

jC-atXLIB327437P2c07bl 

BLASTN 

g4539309 

96 

1.0e-46 

151 
95 

Arabidopsis thaliana DNA 
(ESSA project) 



chromosome 4, BAC clone F19H22 



175600 

jC-atXLIB327437P2cl0a2 

BLASTN 

g3941523 

42 

3.0e-14 

46 

98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

175601 

jC-atXLIB327437P2clla2 

BLASTN 

g2582640 

33 

8.0e-09 

45 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175602 

jC-atXLIB327437P2d01b2 

BLASTN 

g2462264 

44 

2.0e-15 
52 



24209 



o 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Cucumis sativus mRNA for patatin-like protein, partial 
175603 

jC-atXLIB3274 37P2d05a2 

BLASTN 

g3941523 

35 

6.0e-10 

47 
94 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

175604 

jC-atXLIB327437P2dl2a2 

BLASTN 

g3241917 

63 

9.0e-27 

187 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19B1, complete sequence [Arabidopsis thaliana] 

175605 

jC-atXLIB327437P2dl2b2 

BLASTN 

g531828 

44 

2.0e-15 

55 

96 

Cloning vector pSportl, complete cds 
175606 

jC-atXLIB327437P2f01a2 

BLASTN 

g531828 

46 

7.0e-17 

50 
98 

Cloning vector pSportl, complete cds 
175607 

jC-atXLIB327437P2f01b2 

BLASTX 

gl872521 

491 

2.0e-49 

99 
70 

(U87833) zinc-finger protein Lsdl [Arabidopsis thaliana] 
>gi_1872523 (U87834) zinc-finger protein Lsdl [Arabidopsis 
thaliana] 



24210 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175608 

jC-atXLIB327 4 37P2f03al 

BLAST N 

g3132469 

53 

9.0e-21 

107 

95 

Arabidopsis thaliana chromosome II BAC T29F13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175609 

j C-atXLIB32 7 4 37 P2 f 0 3b2 

BLASTN 

g3132469 

84 

3.0e-39 

307 
91 

Arabidopsis thaliana chromosome II BAC T29F13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175610 

jC-atXLIB3274 37P2f07al 

BLASTX 

g3688191 

481 

2.0e-48 

136 

73 

(AJ010090) MAP3K alpha protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175611 

jC-atXLIB3274 37P2f!0b2 

BLASTX 

g2133919 

143 

1.0e-08 

132 
33 

neurofilament medium protein - goldfish >gi__213020 (L09742) 
[Carassius auratus gene, complete cds.], gene product 
[Carassius auratus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175612 

jC-atXLIB327437P2fl2b2 

BLASTN 

g2290120 

42 

3.0e-14 

42 
100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 



175613 



24211 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327437P2g01a2 

BLASTN 

g2582640 

33 

8.0e-09 

49 

94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175614 

jC-atXLIB327437P2g01b2 

BLASTN 

g531828 

35 

5.0e-10 

43 
95 

Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175615 

jC-atXLIB327437P2g04a2 

BLASTN 

g4191771 

35 

5.0e-10 

109 

83 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175616 

jC-atXLIB327437P2g04b2 

BLASTN 

g4191771 

48 

9.0e-18 

239 

84 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175617 

jC-atXLIB327437P2gl2a2 

BLASTN 

g3241917 

85 

6.0e-40 

173 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K19B1, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



175618 

jC-atXLIB327437P2h02al 

BLASTN 

g4741959 



24212 



# 



BLAST score 
'E value 
Match length 
% identity 
NCBI Description 



70 

6.0e-31 

239 
85 

Arabidopsis thaliana Lhcb6 protein (Lhcb6) mRNA, complete 
cds 



Seq. No. 


175619 


Seq. ID 


jC-atXLIB327437P2h04b2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


47 


E value 


4.0e-17 


Match length 


55 


% identity 


96 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


175620 


Seq. ID 


jC-atXLIB327437P2h08a2 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


35 


E value 


5.0e-10 


Match length 


46 


% identity 


96 


NCBI Description 


Arabidopsis thaliana mRNA for arginine/serine-rich spl 




factor, RSp40 


Seq. No. 


175621 


Seq. ID 


jC-atXLIB327437P2h08b2 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


36 


E value 


1.0e-10 


Match length 


40 


% identity 


97 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


175622 


Seq. ID 


jC-atXLIB327437P2hllb2 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


34 


E value 


2.0e-09 


Match length 


46 


% identity 


93 


NCBI Description 


HIV-1 strain M02 from USA, envelope glycoprotein (env) 




gene, partial cds 



Seq. No. 175623 

Seq. ID jC-atXLIB327437P3a02a2 

Method BLASTN 

NCBI GI g2290120 

BLAST score 4 4 

E value 2.0e-15 

Match length 60 

% identity 95 



24213 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

175624 

jC-atXLIB327437P3a02b3 

BLASTX 

g3402672 

438 

2.0e-43 

142 
68 

(AC004 697) putative white protein [Arabidopsis thaliana] 
175625 

jC-atXLIB3274 37P3a08a2 

BLASTN 

g3402671 

50 

4.0e-19 

90 
89 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175626 

jC-atXLIB327437P3al2a2 

BLASTX 

gl946367 

392 

6.0e-38 

131 

64 

(U93215) unknown protein [Arabidopsis thaliana] 
175627 

jC-atXLIB327437P3b02b2 

BLASTN 

g2244788 

70 

2.0e-31 

78 
99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

175628 

jC-atXLIB327437P3b06al 

BLASTN 

g4557061 

191 

1.0e-103 

199 

99 

Arabidopsis thaliana chromosome II BAC F23M2 genomic 
sequence, complete sequence 



Seq. No. 



175629 



24214 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327437P3b08b2 

BLASTX 

g3402689 

494 

7.0e-50 

99 

96 

(AC004697) 



unknown protein [Arabidopsis thaliana] 



175630 

jC-atXLIB327437P3bl0b3 

BLASTN 

g4757413 

154 

5.0e-81 

376 
87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MX021, complete sequence 

175631 

jC-atXLIB3274 37P3d01a2 

BLASTX 

g2493144 

292 

3.0e-26 

146 

37 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi_2118221_pir S60132 

H+-transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 
(clone AVA-P2) - Arabidopsis thaliana >gi_926937 (L44585) 
vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 
thaliana] 

175632 

jC-atXLIB327437P3d04a2 

BLASTX 

g464711 

99 

5.0e-21 

84 
64 

40S RIBOSOMAL PROTEIN S15A (YS24) >gi_320167_pir S30003 

ribosomal protein S15a.e - yeast (Kluyveromyces marxianus) 
>gi_263484_bbs_122433 (S53434) S24-l=ribosomal protein 
[Kluyveromyces marxianus, Peptide, 130 aa] [Kluyveromyces 
marxianus] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



175633 

jC-atXLIB327437P3dl2al 

BLASTX 

gl710530 

385 

4.0e-37 

144 

60 



24215 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60S RIBOSOMAL PROTEIN L27A >gi_2129719__pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_JL107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



175634 

jC-atXLIB327437P3e01a2 

BLASTN 

g4581084 

119 

3.0e-60 

274 

90 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC T30F21 genomic 



175635 

jC-atXLIB327437P3e07a2 

BLASTX 

g2373401 

147 

3.0e-09 

63 

54 

(D85192) transmembrane protein [Arabidopsis thaliana] 
175636 

jC-atXLIB327437P3e07b3 

BLASTN 

g531828 

35 

2.0e-10 

61 
90 

Cloning vector pSportl, complete cds 
175637 

jC-atXLIB327437P3f08al 

BLASTX 

g444790 

293 

4.0e-36 

101 

83 

nucleotide translocator [Arabidopsis thaliana] 
175638 

jC-atXLIB327437P3fl0b3 

BLASTN 

g540252 

36 

1.0e-10 

62 
90 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



Seq. No. 



175639 



24216 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327437P3fl2a2 

BLASTX 

gl710530 

68 

2.0e-25 

109 

61 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_j>ir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175640 

jC-atXLIB3274 37P3glla2 

BLASTN 

gl086462 

35 

2.0e-10 

55 
91 

Arabidopsis thaliana Columbia ecotype metallothionein 
(MT2b) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175641 

jC-atXLIB3274 37P3gl2a2 

BLASTN 

g2564046 

101 

2.0e-49 

186 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MGI19, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175642 

jC-atXLIB327437P3h08a2 

BLASTX 

g444790 

188 

1.0e-16 

70 
73 

nucleotide translocator [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175643 

jC-atXLIB327437P3hl0a2 

BLASTX 

g543751 

176 

1.0e-12 

55 

67 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE (ACC OXIDASE) 

(ETHYLENE- FORMING ENZYME) (EFE) >gi_54 18 61_pir JT0755 

ethylene-f orming enzyme - Arabidopsis thaliana 
>gi_16254_emb_CAA47251_ (X66719) ethylene-f orming enzyme 
[Arabidopsis thaliana] 



24217 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175644 

jC-atXLIB327437P3hllal 

BLASTX 

g4056424 

63 

4.0e-29 

77 
76 

(AC005322) Identical to 1-aminocyclopropane-l-carboxylate 
oxidase (ACC oxidase) gb_X66719 ( EAT 1 ) . ESTs gb_T43073, 
gb_T5714, gb_R90435, gb_R44023 / gb_AA597926, gb_AI099676, 
gb_AA650810 and gb_29725 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175645 

jC-atXLIB327437P3hl2al 

BLASTN 

g531828 

48 

9.0e-18 

55 
98 

Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175646 

jC-atXLIB327437P4a03a2 

BLASTN 

g3402671 

43 

8.0e-15 

75 
91 

Arabidopsis thaliana chromosome II BAC T16B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175647 

jC-atXLIB327 437P4a06b2 

BLASTN 

g3800746 

47 

2.0e-17 

47 
100 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175648 

jC-atXLIB327 437P4al0a2 

BLASTN 

g4757413 

173 

2.0e-92 

335 
88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MX021, complete sequence 



24218 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



175649 

jC-atXLIB327437P4al0b2 

BLASTN 

g4757413 

107 

3.0e-53 

187 
88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MX021, complete sequence 

175650 

jC-atXLIB327437P4b01b2 

BLASTN 

g3386593 

206 

1.0e-112 

206 
100 

Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175651 

jC-atXLIB327437P4b02b2 

BLASTN 

g3985932 

93 

7.0e-45 

125 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K22J17, complete sequence [Arabidopsis thaliana] 

175652 

jC-atXLIB327 437P4bl2a2 

BLASTX 

gl31398 

537 

6.0e-55 

136 

81 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR 

>gi_72714_pir F2MU10 photosystem II 10K protein precursor 

- Arabidopsis thaliana >gi__16447_emb_CAA394 41_ (X55970) 
photosystem II 10 kDa polypeptide [Arabidopsis thaliana] 
>gi_3152571 (AC002986) Match to photosystem II lOkDa 
polypeptide gb__X55970. ESTs gb_Z17 693, gb_N37 616, 
gbJT41858, gb_T88021, gb_R37531, gb_T04679, gb_N37520, 
gb_N64965, gb_Z17592 and gb_N65338, gb_N37466 and gb_T45400 
come from this gene. [Arabidopsis 

175653 

jC-atXLIB327 437P4c01a2 

BLASTN 

g3386593 

332 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0. 0e+00 

415 

95 

Arabidopsis thaliana chromosome II BAG F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175654 

jC-atXLIB327437P4c02a2 

BLASTX 

g3402672 

160 

9.0e-ll 

90 
43 

(AC004697) putative white protein [Arabidopsis thaliana] 
175655 

jC-atXLIB327437P4d02a2 

BLASTX 

g3287862 

313 

1.0e-28 

73 
84 

PUTATIVE 1 TRYPSIN INHIBITOR T01O24.27 PRECURSOR >gi_2289007 
(AC002335) trypsin inhibitor 2 precursor isolog 
[Arabidopsis thaliana] 

175656 

jC-atXLIB3274 37P4d06b2 

BLASTX 

g2353173 

158 

4.0e-ll 

47 

68 

(AF015543) sigma factor 



2 [Arabidopsis thaliana] 



175657 

jC-atXLIB327437P4e05a2 

BLASTX 

g2252830 

319 

2.0e-29 

402 
54 

(AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



175658 

jC-atXLIB327437P4e06a2 

BLASTX 

g2252830 

382 

9.0e-37 

130 

65 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 

175659 

jC-atXLIB327 4 37P4e06b2 

BLASTN 

g2252823 

119 

2.0e-60 

189 

90 

Arabidopsis thaliana BAC IG005I10 
175660 

jC-atXLIB3274 37P4e07a2 

BLASTX 

gll75012 

86 

5.1e-02 

136 
62 

PLASMA MEMBRANE INTRINSIC PROTEIN 1C (TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi_396218_emb_CAA4 9155_ (X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] 

175661 

jC-atXLIB327437P4f01a2 

BLASTN 

g4581084 

250 

1.0e-138 

327 

95 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC T30F21 genomic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175662 

jC-atXLIB327437P4f02a2 

BLASTN 

g2288979 

145 

1.0e-75 

193 
94 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175663 

jC-atXLIB327 437P4f04a2 

BLASTN 

g2150129 

48 

7.0e-18 

135 

84 

Arabidopsis thaliana cytoplasmic ribosomal protein S15a 
mRNA, complete cds 



24221 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175664 

jC-atXLIB32 74 37P4f05a2 

BLASTX 

g4585881 

128 

4.0e-14 

96 
44 

(AC005850) Hypothetical protein [Arabidopsis thaliana] 
175665 

jC-atXLIB327437P4gllb2 

BLASTN 

g2494106 

94 

2.0e-45 

167 

97 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence , 
complete sequence [Arabidopsis thaliana] 

175666 

jC-atXLIB327437P4h06b2 

BLASTX 

g4759160 

139 

1.0e-08 

71 
42 

small nuclear ribonucleoprotein D3 polypeptide (18kD) 
>gi_1173456_sp_P43331_SMD3_HUMAN SMALL NUCLEAR 
RIBONUCLEOPROTEIN SM D3 (SNRNP CORE PROTEIN D3) ( SM-D3 } 
>gi_600750 (U15009) Sm D3 [Homo sapiens] 

175667 

jC-atXLIB327438Pla01al 

BLASTX 

gl076416 

206 

4.0e-16 

140 
40 

sulfite reductase (ferredoxin) (EC 1.8.7.1) precursor - 

Arabidopsis thaliana >gi_2129745_pir S71437 sulfite 

reductase (ferredoxin) (EC 1.8.7.1) precursor - Arabidopsis 
thaliana >gi_804 953__emb_CAA8 9154_ (Z49217) sulfite 
reductase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



175668 

jC-atXLIB327438Pla02al 

BLASTX 

g3834312 

143 

2.0e-27 

174 
49 
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NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_AA067487, gb_Z35737, gb_Z30815, 
gb_Z35350, gb_AA713171, gb_AI100553, gb_Z34248, 
gb_AA728536, gb_Z30816 an 

175669 

jC-atXLIB3274 38Pla07al 

BLASTX 

gll74718 

438 

2.0e-43 

123 

68 

PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 

>gi_322579__pir JQ1674 receptor protein kinase TMK1 (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175670 

jC-atXLIB3274 38Plb02al 

BLASTX 

g552857 

172 

8.0e-13 

46 
74 

(M314 64) atpB gene product [Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175671 

jC-atXLIB327438Plb09al 

BLASTX 

gl944518 

666 

6.0e-70 

125 

99 

(Y07822) Shaggy-like kinase tetha [Arabidopsis thaliana] 
>gi_3047105 (AF058919) protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



175672 

jC-atXLIB327438Plc02al 

BLASTN 

g531832 

37 

2.0e-ll 

41 
98 

Cloning vector pSport2, complete sequence 
175673 

jC-atXLIB327438Plc05al 

BLASTX 

g4725946 

322 

9.0e-30 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
91 

(AL04 9730) putative Phospholipase D [Arabidopsis thaliana] 
175674 

jC-atXLIB3274 38Plc06al 

BLASTN 

g3738313 

64 

3.0e-27 

154 

89 

Arabidopsis thaliana chromosome II BAC T2 9E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175675 

jC-atXLIB3274 38Plcl2al 

BLASTX 

g3123188 

267 

1.0e-72 

149 
86 

CATALASE 3 >gi_2347178 (U43147) catalase 3 [Arabidopsis 
thaliana] >gi_2511726 (AF021937) catalase 3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



175676 

jC-atXLIB3274 38Pld02al 

BLASTN 

g3449331 

129 

2.0e-66 

236 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MNC17, complete sequence [Arabidopsis thaliana] 

175677 

jC-atXLIB327438Pld05al 

BLASTN 

g3928074 

328 

0.0e+00 

424 
97 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175678 

jC-atXLIB327438Ple05al 

BLASTN 

g4388816 

69 

3.0e-30 

133 

91 
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NCBI Description Arabidopsis thaliana chromosome II BAC F9B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175679 

jC-atXLIB327438Ple07al 

BLASTX 

gll03322 

283 

4.0e-25 

114 

56 

(X78820) casein kinase 



I [Arabidopsis thaliana] 



175680 

j C- atYLIB3 2 7438Ple09al 

BLASTX 

g3434967 

447 

2.0e-44 

107 
83 

(AB008103) ethylene responsive element binding factor 1 
[Arabidopsis thaliana] 

175681 

jC-atXLIB327438Plel2al 

BLASTX 

g417383 

281 

5.0e-25 

64 
89 

NITRILASE 2 >gi_322548_pir S31969 nitrilase (EC 3.5.5.1) 

Arabidopsis thaliana >gi_22 65 6_emb_CAA4 8377__ (X68305) 
nitrilase II [Arabidopsis thaliana] >gi_508733 (U09958) 
nitrilase [Arabidopsis thaliana] 

175682 

jC-atXLIB327 438Plf03al 

BLASTN 

gl6440 

44 

1.0e-15 

52 
96 

A. thaliana PRKase gene for Ribulose-5-phosphate kinase 
175683 

jC-atXLIB327 438Plh05al 

BLASTX 

g4510348 

360 

3.0e-34 
♦~155 
48 

(AC006921) unknown protein [Arabidopsis thaliana] 
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# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175684 

jC-atXLIB327438Plh06al 

BLASTN 

g2245377 

322 

0.0e+00 

399 

95 

Arabidopsis thaliana auxin response factor 1 
complete cds 



(ARF1) mRNA, 



175685 

jC-atXLIB327438Plhl0al 

BLASTN 

g4519191 

97 

5.0e-47 

317 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K9P8, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175686 

jC-atXLIB327438Plhllal 

BLASTN 

g258157 

46 

1.0e-16 

62 
94 

psbD=reaction center protein D2 {5' region} [peas, 
Chloroplast, 90 nt] 

175687 

jC-atXLIB3274 38P2a03al 

BLASTN 

g3176695 

133 

1.0e-68 

187 
96 

Arabidopsis thaliana chromosome I BAC F14J9 genomic 
sequence contains phyA marker, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175688 

jC-atXLIB327438P2b04al 

BLASTX 

gl813887 

207 

3.0e-16 

110 

54 

(Y10864) hypothetical protein (cDNA194) [Arabidopsis 
thaliana] >gi_1834355_emb_CAA71880_ (Y10987) hypothetical 
protein 194 [Arabidopsis thaliana] 
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# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175689 

jC-atXLIB327438P2b09al 

BLASTX 

g4455214 

108 

5.0e-57 

142 

94 

(AL035440) putative dihydrolipoamide succinyltransf erase 
[Arabidopsis thaliana] 

175690 

jC-atXLIB327438P2c03al 

BLASTN 

g3269280 

92 

5.0e-44 

120 

94 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175691 

jC-atXLIB327438P2c09al 

BLASTN 

g3228389 

232 

1.0e-127 

309 
93 

Genomic sequence for Arabidopsis thaliana BAG F17L21, 
complete sequence [Arabidopsis thaliana] 

175692 

jC-atXLIB32 7438P2cl0al 

BLASTX 

gll70028 

516 

2.0e-64 

146 
80 

GLUTAMATE- 1 - SEMIALDEHYDE 2, 1-AMINOMUTASE 1 PRECURSOR (GSA 
1) ( GLUTAMATE- 1-SEMIALDEHYDE AMINOTRANSFERASE 1) ( GSA- AT 1) 
>gi_454357 (U03773) 

glutamate-l-semialdehyde-2, 1-aminomutase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175693 

jC-atXLIB327438P2d01al 

BLASTX 

g3164126 

446 

2.0e-44 

122 

74 

(D78598) cytochrome P450 monooxygenase [Arabidopsis 
thaliana] 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175694 

jC-atXLIB327438P2d07al 

BLASTN 

g2264304 

201 

1.0e-109 

379 

80 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBG8, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175695 

jC-atXLIB3274 38P2e05al 

BLASTN 

g2696018 

44 

2.0e-15 

112 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC9, complete sequence [Arabidopsis thaliana] 

175696 

jC-atXLIB327438P2el2al 

BLASTX 

g3415117 

690 

6.0e-73 

146 
49 

(AF081203) villin 3 [Arabidopsis thaliana] 



175697 

jC-atXLIB327438P2f03al 

BLASTN 

g304040 

276 

1.0e-154 

396 

93 

Alnus incana chloroplast 23S ribosomal 



RNA (23S rRNA) gene 



175698 

jC-atXLIB327438P2f04al 

BLASTX 

g2924779 

331 

9.0e-31 

157 
54 

(AC002334) putative 3-ketoacyl-CoA thiolase [Arabidopsis 
thaliana] >gi_2981616_dbj_BAA25248_ (AB008854) 
3-ketoacyl-CoA thiolase [Arabidopsis thaliana] 
>gi_2 981618_dbj_BAA25249_ (AB008855) 3-ketoacyl-CoA 
thiolase [Arabidopsis thaliana] 



24228 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175699 

jC-atXLIB327438P2f06al 

BLASTN 

g4585890 

125 

1.0e-63 

253 
88 

Arabidopsis thaliana chromosome II BAC T3G21 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175700 

jC-atXLIB327438P2g01al 

BLASTX 

g4406816 

504 

5.0e-51 

96 

96 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175701 

jC-atXLIB327438P2g03al 

BLASTN 

g2618683 

38 

6.0e-12 

86 
88 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175702 

jC-atXLIB3274 38P2h01al 

BLASTX 

g2829862 

179 

6.0e-13 

123 
43 

(AC002396) 
thaliana] 



Similar to glucosyltransf erases [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175703 

jC-atXLIB327438P2h06al 

BLASTN 

g4406805 

93 

1.0e-44 

145 
92 

Arabidopsis thaliana chromosome II BAC T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



175704 

jC-atXLIB3274 38P2h09al 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4519191 
97 

5.0e-47 

243 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9P8, complete sequence 

175705 

jC-atXLIB327438P2hl0al 

BLASTN 

g972910 

148 

2.0e-77 

335 
88 

Arabidopsis thaliana IAA3 (IAA3) gene, complete cds 
175706 

jC-atXLIB3274 38P3a02a2 

BLASTN 

g3859840 

334 

0.0e+00 

420 

95 

Plastid transformation vector pGS31A 16S ribosomal RNA 
gene, partial sequence; aminoglycoside 3 1 -adenyltransf erase 
(aadA) gene, complete cds 

175707 

jC-atXLIB327438P3a04a2 

BLASTN 

g4490324 

68 

7.0e-30 

169 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A14 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



175708 

jC-atXLIB327 438P3a09a2 

BLASTN 

g4704539 

36 

1.0e-10 

165 
86 

Alluaudiopsis marnieriana ribosomal protein L16 (rpll6) 
gene, chloroplast gene encoding chloroplast protein, 
partial cds 

175709 

jC-atXLIB327438P3a09bl 

BLASTX 

g!32714 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



235 

2.0e-19 

92 

54 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L16 (RIBOSOMAL PROTEIN 

CS-L24) >gi_71248_pir R5SP16 ribosomal protein L16 - 

spinach chloroplast >gi_12311_emb_CAA31716_ (X13336) 
ribosomal protein L16 [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175710 

jC-atXLIB327438P3alla2 

BLASTX 

gl20675 

451 

1.0e-55 

147 
80 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) , cytosolic - white mustard 
>gi_2114 3_emb_CAA27 84 4_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 

175711 

jC-atXLIB3274 38P3b07a2 

BLASTN 

g2262097 

248 

1.0e-137 

380 
92 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 



175712 

jC-atXLIB3274 38P3bl0bl 

BLASTN 

g540252 

35 

5.0e-10 

35 
100 

Cloning vector pSVSportl beta-lactamase gene, 



complete cds 



175713 

jC-atXLIB327438P3bllbl 

BLASTX 

g4580467 

201 

2.0e-15 

69 
55 

(AC006081) putative protein phosphatase; similar to protein 
phosphatase 2C from Mesembryanthemum [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



175714 

jC-atXLIB327438P3bl2a2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3702736 

195 

1.0e-105 

411 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRU, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



175715 

jC-atXLIB327438P3c04a2 

BLASTN 

g3600029 

170 

1.0e-90 

399 
87 

Arabidopsis thaliana BAC T12H20 
175716 

jC-atXLIB327438P3c04bl 

BLASTN 

g430946 

34 

2.0e-09 

50 
92 

Arabidopsis thaliana PSI type III chlorophyll a/b-binding 
protein (Lhca3*l) mRNA f complete cds 

175717 

jC-atXLIB327438P3c09a2 

BLASTX 

g2146746 

270 

1.0e-23 

99 

57 

protein kinase (EC 
>gi_166819 (L05562 



2.7.1.-) - Arabidopsis thaliana 
protein kinase [Arabidopsis thaliana] 



175718 

jC-atXLIB327438P3c09bl 

BLASTN 

gl66818 

173 

2.0e-92 

241 
93 

Arabidopsis thaliana protein kinase mRNA, complete cds 
175719 

jC-atXLIB327438P3d07bl 

BLASTN 

g531828 

37 

2.0e-ll 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 
90 

Cloning vector pSportl, complete cds 



175720 

jC-atXLIB327 4 38P3e01a2 

BLASTX 

g3790569 

603 

1.0e-62 

145 
82 

(AF078822) 
thaliana] 



RING-H2 finger protein RHA2a [Arafoidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175721 

jC-atXLIB327438P3e03a2 

BLASTX 

gll72872 

166 

2.0e-ll 

151 
26 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 185 6_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb_CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

175722 

jC-atXLIB327438P3f02a2 

BLASTX 

gl31143 

543 

1.0e-55 

136 
76 

PHOTOSYSTEM I P7 00 CHLOROPHYLL A APOPROTEIN Al 

>gi_72670_pir A1NTP7 photosystem I P700 apoprotein Al - 

common tobacco chloroplast >gi_11830_emb_CAA77352_ (Z00044) 
PSI P700 apoprotein Al [Nicotiana tabacum] 

>gi_225198_prf 1211235AC photosystem I P700 apoprotein Al 

[Nicotiana tabacum] 

175723 

jC-atXLIB3274 38P3f03a2 

BLASTX 

g3913733 

280 

8.0e-25 

137 

31 

HYDROXYACYLGLUTATHIONE HYDROLASE CYTOPLASMIC ISOZYME 
(GLYOXALASE II) (GLX II) >gi_1924 921_emb_CAA6964 4_ (Y08357) 
hydroxyacylglutathione hydrolase [Arabidopsis thaliana] 
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o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175724 

jC-atXLIB327438P3f03bl 

BLASTN 

g2570341 

33 

7.0e-09 

65 
88 

Arabidopsis thaliana glyoxalase II cytoplasmic isozyme 
(Glx2-2) mRNA, complete cds 

175725 

jC-atXLIB327438P3f06a2 

BLASTN 

g4165340 

110 

8.0e-55 

246 
87 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175726 

jC-atXLIB327438P3f09a2 

BLASTX 

g4455210 

249 

3.0e-21 

63 

76 

(AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175727 

jC-atXLIB327438P3g07a2 

BLASTX 

g4206789 

352 

3.0e-33 

107 
69 

(AF112864) 
thaliana] 



syntaxin-related protein At-SYRl [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



175728 

jC-atXLIB327438P3g08bl 

BLASTN 

g2980787 

40 

4.0e-13 

132 

58 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 

175729 

jC-atXLIB327438P3h02a2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2290120 

50 

5.0e-19 

54 
98 

HIV-1 strain M02 from 
gene, partial cds 



USA, envelope glycoprotein (env) 



175730 

jC-atXLIB327 4 38P3h03a2 

BLASTX 

g2507455 

271 

1.0e-23 

91 
55 

FORMATE — TETRAHYDRO FOLATE LIGASE ( FORMYLTETRAHYDRO FOLATE 

SYNTHETASE) (FHS) (FTHFS) >gi_3224 01_pir A43350 

formate — tetrahydrof olate ligase (EC 6.3.4.3) - spinach 
>gi_170145 (M83940) 10-f ormyltetrahydrof olate synthetase 
[Spinacia oleracea] 

175731 

jC-atXLIB327 438P3h04bl 

BLASTN 

g531828 

48 

8.0e-18 

67 

94 

Cloning vector pSportl, complete cds 
175732 

jC-atXLIB327438P3h06bl 

BLASTX 

g4406816 

508 

2.0e-51 

139 

80 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 
175733 

jC-atXLIB327438P3hl2a2 

BLASTX 

g2104536 

241 

3.0e-20 

47 

85 

(AF001308) predicted glycosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



175734 

jC-atXLIB327 438P4a06a2 
BLASTN 



24235 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2924653 
109 

3.0e-54 

285 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDA7 , complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



175735 

jC-atXLIB327438P4a08a2 

BLASTX 

g4572672 

185 

2.0e-33 

135 

62 

(AC006954) hypothetical protein [Arabidopsis thaliana] 
175736 

jC-atXLIB3274 38P4al0a2 

BLASTN 

g2290120 

34 

2.0e-09 

49 

94 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

175737 

jC-atXLIB3274 38P4al2a2 

BLASTX 

g2078298 

246 

7.0e-21 

127 
47 

(U97257) glyceraldehyde 3-phosphate dehydrogenase 
[Lycopersicon esculentum] 

175738 

jC-atXLIB327438P4b02a2 

BLASTX 

g2352492 

579 

6.0e-76 

149 
95 

(AF005047) transport inhibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 

175739 

jC-atXLIB327438P4b07a2 

BLASTN 

g3335331 

80 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-37 

128 

91 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 

175740 

jC-atXLIB327438P4b08a2 

BLASTN 

g4006815 

103 

1.0e-50 

417 
82 

Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175741 

jC-atXLIB327438P4bl2a2 

BLASTX 

g2194138 

73 

8.0e-12 

141 

33 

(AC002062) Similar to Arabidopsis receptor-like protein 
kinase precursor (gb_M84659) . [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



175742 

jC-atXLIB327438P4c02a2 

BLASTN 

g3869070 

175 

1.0e-93 

258 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MG03, complete sequence [Arabidopsis thaliana] 

175743 

jC-atXLIB327438P4c05a2 

BLASTN 

g3510343 

21 

l.le-01 

188 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJC20, complete sequence [Arabidopsis thaliana] 

175744 

jC-atXLIB327438P4c06a2 

BLASTX 

g3819710 

139 

5.0e-23 

83 
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% identity 

NCBI Description 



58 

(AJ224161) delta- 
thaliana] 



-8 sphingolipid desaturase [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175745 

jC-atXLIB327438P4c09b2 

BLASTX 

g2739046 

184 

1.0e-13 

69 
51 

(AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

175746 

jC-atXLIB327438P4d03a2 

BLASTX 

gl705794 

164 

3.0e-ll 

80 
53 

HEAT SHOCK PROTEIN 60 PRECURSOR (ANTIGEN HIS-62) 
175747 

jC-atXLIB327438P4e02a2 

BLASTN 

g2832689 

330 

0.0e+00 

439 

43 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A21 
(ESSAII project) 

175748 

jC-atXLIB327438P4e07a2 

BLASTX ' 

gl771160 

168 

8.0e-12 

112 

40 

(X98929) SBT1 [Lycopersicon esculentum] 
>gi__3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

175749 

jC-atXLIB327438P4el0a2 

BLASTX 

g3288821 

206 

4 .Oe-16 

104 
48 

(AF063901) alanine : glyoxylate aminotransferase; 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669*l_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

175750 

]C-atXLIB327438P4el2a2 

BLASTX 

gl352463 

734 

5.0e-78 

142 

100 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) >gi_1161312 
(U04876) myo-inositol-l-phosphate synthase [Arabidopsis 
thaliana] 

175751 

jC-atXLIB327438P4f03a2 

BLASTN 

g3687221 

57 

4.0e-23 

383 
86 

Arabidopsis thali-ana chromosome II BAC F6F22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175752 

jC-atXLIB3274 38P4f0 6a2 

BLASTN 

g2924734 

61 

2.0e-25 

177 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXE10, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



175753 

jC-atXLIB327438P4f07a2 

BLASTX 

g208092 

228 

1.0e-18 

128 
38 

(M11334) synthetic calmodulin [Artificial gene] >gi_208412 
(M26151) camodulin [Artificial sequence] 

175754 

jC-atXLIB327438P4f08a2 

BLASTX 

g4455169 

338 

1.0e-31 

154 

50 
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NCBI Description 



(AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175755 

jC-atXLIB327438P4f09a2 

BLASTN 

g4159706 

36 

9.0e-ll 

132 
82 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGL6, complete sequence 

175756 

jC-atXLIB327438P4g04a2 

BLASTN 

g3859658 

48 

8.0e-18 

80 
91 

Arabidopsis thaliana DNA chromosome 4, BAC clone -T16L1 
(ESSAII project) 

175757 

jC-atXLIB327438P4g06a2 

BLASTN 

g2351069 

54 

2.0e-21 

120 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSH12, complete sequence [Arabidopsis thaliana] 

175758 

jC-atXLIB327438P4g08a2 

BLASTX 

gll69598 

268 

2.0e-23 

94 
60 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA-12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 

175759 

jC-atXLIB327 438P4gl0a2 

BLASTX 

g3288821 

79 

3.0e-10 

68 
54 

(AF063901) alanine: glyoxylate aminotransferase; 



24240 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

175760 

jC-atXLIB3274 38P4g!2a2 

BLASTX 

g2160175 

473 

2.0e-47 
126 
75 

(AC000132) 
proteinase 



Strong similarity to Dianthus cysteine 
(gb U17135) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175761 

jC-atXLIB327 438P4h06b2 

BLASTN 

g2582640 

47 

3.0e-17 

79 

91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

175762 

jC-atXLIB327438P4hlla2 

BLASTN 

g3386593 

53 

8.0e-21 

222 

90 

Arabidopsis thaliana chromosome II BAC F4I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175763 

jC-atXLIB327 439Pla06al 

BLASTN 

g693691 

53 

9.0e-21 

105 

89 

Arabidopsis thaliana aspartate aminotransferase {Asp3) 
mRNA, complete cds 

175764 

jC-atXLIB327439Plb03al 

BLASTN 

g2462264 

52 

4.0e-20 

56 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
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Seq. No. 


175765 


Seq. ID 


jC-atXLIB3274 39Plb04al 


Method 


FIT T> O m "NT 

BLASTN 


NCBI GI 


g2462264 


BLAST score 


49 


E value 


2.0e-18 


Match length 


53 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA f 


Seq* No. 


175766 


Seq. ID 


jC-atXLIB327439Plb06al 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


53 


E value 


9.0e-21 


Match length 


61 


% identity 


97 


NCBI Description 


HIV-1 strain M02 from 



(env) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gene, partial cds 
175767 

jC-atXLIB327439Plb06a2 

BLASTX 

gl703478 

274 

4.0e-24 

132 
50 

(U40566) ubiquitin activating enzyme 2 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175768 

jC-atXLIB327439Plb07al 

BLASTX 

g3123271 

193 

1.0e-14 

84 

56 

40S RIBOSOMAL PROTEIN S6 >gi_222475 l_emb_CAA7 438 1_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 

175769 

jC-atXLIB327439Plb07a2 

BLASTX 

g3123271 

324 

6.0e-30 

89 

80 

40S RIBOSOMAL PROTEIN S6 >gi_22247 51_emb_CAA7 438 1_ (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



175770 

jC-atXLIB327439Plc03al 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTN 

g2462264 

36 

1.0e-10 

55 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
175771 

jC-atXLIB327439Plc07b2 

BLASTN 

g2281081 

72 

4.0e-32 

264 

87 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175772 

jC-atXLIB327439Plcl2al 

BLASTN 

g4587641 

81 

2.0e-37 

156 

89 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

175773 

jC-atXLIB327439Plcl2a2 

BLASTN 

g4587641 

286 

1.0e-160 

384 
93 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

175774 

jC-atXLIB3274 39Pld04al 

BLASTN 

g4567259 

293 

1.0e-164 

440 

93 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 

175775 

jC-atXLIB327439Pld04a2 

BLASTN 

g4567259 

143 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-74 

293 
91 

Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 



175776 

jC-atXLIB327439Pld05al 

BLASTN 

g2290120 

57 

4.0e-23 

65 

97 

HIV-1 strain M02 from USA, 
gene, partial cds 



envelope glycoprotein (env) 



175777 

jC-atXLIB327439Pld05a2 

BLASTN 

g2462264 

49 

2.0e-18 

53 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
175778 

jC-atXLIB327439Pld07a2 

BLASTN 

g2281081 

82 

3.0e-38 

257 

83 

Arabidopsis thaliana chromosome II BAC F1801 9 ^ genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175779 

jC-atXLIB327439Pld07b2 

BLASTN 

g2281081 

230 

1.0e-126 

306 
73 

Arabidopsis thaliana chromosome II BAC-F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175780 

jC-atXLIB327439Pldl0a2 

BLASTN 

g2462264 

51 

1.0e-19 

59 
97 
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NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175781 

jC-atXLIB327439Pldl0b2 

BLASTN 

g2582640 

65 

5.0e-28 - 

72 
99 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175782 

jC-atXLIB327439Pldl2al 

BLASTN 

g4584531 

69 

2.0e-30 

261 

81 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9E8 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175783 

jC-atXLIB327439Pldl2a2 

BLASTN 

g4584531 

83 

1.0e-38 

339 
87 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 

175784 

jC-atXLIB327439Pldl2bl 

BLASTN 

g4584531 

63 

6.0e-27 

121 

96 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T9E8 



BAC clone T9E8 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175785 

jC-atXLIB3274 39Ple02al 

BLASTN 

g2462264 

43 

7.0e-15 

55 

95 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



175786 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327 439Ple03al 

BLASTN 

g3785968 

60 

6. 0e-25 

177 

89 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175787 

jC-atXLIB327439Ple08a2 

BLASTN 

g4454447 

363 

0.0e+00 

429 

89 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175788 

jC-atXLIB3274 39Ple09al 

BLASTN 

g2462264 

39 

2.0e-12 

43 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



175789 

jC-atXLIB3274 39Plf01a2 

BLASTN 

g454358 

144 

3.0e-75 

315 

91 

Arabidopsis thaliana Columbia glutamyl-tRNA reductase 
(hemA) gene 

175790 

jC-atXLIB3274 39Plf 03al 

BLASTN 

g2462264 

55 

6.0e-22 

55 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
175791 

jC-atXLIB327439Plf03a2 

BLASTN 

g3766106 

45 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-16 

93 
87 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 

175792 

jC-atXLIB327 4 39Plf04a2 

BLASTX 

g2244835 

310 

2.0e-28 

92 
66 

(Z97337) protein kinase homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175793 

jC-atXLIB327439Plf05bl 

BLASTN 

g4756963 

126 

3.0e-64 

267 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

175794 

jC-atXLIB327439Plf07al 

BLASTN 

g2462264 

38 

8.0e-12 

54 

93 

Cucumis sativus mRNA for patatin-like protein, partial 
175795 

jC-atXLIB327439Plf07a2 

BLASTN 

g2462264 

51 

1.0e-19 

51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175796 

jC-atXLIB327439Plfl0al 

BLASTN 

g2462264 

38 

9.0e-12 

54 
93 

Cucumis sativus mRNA for patatin-like protein, partial 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175797 

jC-atXLIB327439Plfl2a2 

BLASTX 

g2695641 

168 

1.0e-ll 

66 
53 

(U94174) mammary tumor-associated protein INT6 [Homo 
sapiens] 

175798 

jC-atXLIB327439Plg01a2 

BLASTX 

gll70505 

275 

3.0e-24 

64 

86 

EUKARYOTIC INITIATION FACTOR 4A-2 (EIF-4A-2) 

>gi_322504_pir JC1453 translation initiation factor 

eIF-4A2 - Arabidopsis thaliana >gi_16556__emb_CAA4 618 9_ 
(X65053) eukaryotic translation initiation factor 4A-2 
[Arabidopsis thaliana] >gi_4585969_gb_AAD25605 . 1_AC005287 J7 
(AC005287) Eukaryotic Initiation Factor 4A-2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175799 

jC-atXLIB3274 39Plg02al 

BLASTN 

g4455321 

43 

1.0e-14 

131 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F4I10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



175800 

jC-atXLIB327439Plg05a2 

BLASTX 

gl707955 

226 

2.0e-18 

59 

78 

GLUT AMINE SYNTHETASE CYTOSOLIC ISOZYME 1 
( GLUTAMATE — AMMONIA LIGASE) >gi_11348 96_emb_CAA63981_ 
(X94320) glutamine synthetase [Vitis vinifera] 

175801 

jC-atXLIB327439Plg09al 

BLASTN 

g2262155 

99 

3.0e-48 

160 
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o 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

175802 

jC-atXLIB327439Plgllal 

BLASTN 

g3451055 

33 

8.0e-09 

61 
90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16G20 
(ESSAII project) 

175803 

jC-atXLIB327439Plgllb2 

BLASTX 

g3451068 

93 

3.0e-53 

146 

86 

(AL031326) putative protein [Arabidopsis thaliana] 
175804 

jC-atXLIB327439Plh01a2 

BLASTN 

g3046853 

56 

1.0e-22 

112 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRA19, complete sequence [Arabidopsis thaliana] 

175805 

jC-atXLIB3274 39Plh01b2 

BLASTX 

gll70203 

235 

2.0e-19 

128 

45 

GLUTAMYL-TRNA REDUCTASE 1 PRECURSOR (GLUTR) >gi__454359 
(U03774) glutamyl-tRNA reductase [Arabidopsis thaliana] 

175806 

jC-atXLIB327 439Plh03al 

BLASTN 

g2462264 

41 

2.0e-13 

56 
93 

Cucumis sativus mRNA for patatin-like protein, partial 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175807 

jC-atXLIB327439Plh04a2 

BLASTN 

g531828 

42 

3.0e-14 

46 
98 

Cloning vector pSportl, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175808 

jC-atXLIB327439Plh05al 

BLASTN 

g2462264 

44 

2.0e-15 

51 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 


175809 








Seq. ID 


jC-atXLIB327439Plh08al 








Method 


BLASTX 








NCBI GI 


gl785681 








BLAST score 


291 








E value 


4.0e-26 








Match length 


120 








% identity 


55 








NCBI Description 


(Y08501) ribosomal protein 


S3 


[Arabidopsis 


thaliana 


Seq. No. 


175810 








Seq. ID 


jC-atXLIB327439Plh08a2 








Method 


BLASTX 








NCBI GI 


gl785681 








BLAST score 


239 








E value 


7.0e-43 








Match length 


134 








% identity 


65 








NCBI Description 


(Y08501) ribosomal protein 


S3 


[Arabidopsis 


thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175811 

jC-atXLIB32 74 39Plhl0al 

BLASTN 

g2462264 

42 

4.0e-14 

50 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



175812 

jC-atXLIB327439Plhl0a2 

BLASTN 

g4589438 

195 

1.0e-105 

361 



24250 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQJ2, complete sequence 

175813 

jC-atXLIB327 439Plhl2al 

BLASTN 

g2182286 

51 

1.0e-19 

81 

93 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

175814 

jC-atXLIB327439Plhl2a2 

BLASTX 

gl912286 

60 

3.0e-16 

76 
59 

(U39568) type 2A serine/threonine protein phosphatase 
[Arabidopsis thaliana] >gi_2194141 (AC002062) Match to 
Arabidopsis protein phosphatase PP2A (gb_JJ395 68) . EST 
gbJT41959 comes from this gene. [Arabidopsis thaliana] 

175815 

jC-atXLIB327439P2a04b2 

BLASTN 

g3941523 

36 

1.0e-10 

48 
96 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

175816 

jC-atXLIB327439P2a08b2 

BLASTN 

g3785968 

47 

3.0e-17 

304 
89 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175817 

jC-atXLIB327439P2b04a2 

BLASTN 

g531828 

52 

4 .Oe-20 
71 



24251 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



96 

Cloning vector pSportl, complete cds 
175818 

jC-atXLIB3274 39P2b07a2 

BLASTN 

g4115930 

59 

2.0e-24 

267 
89 

Arabidopsis thaliana BAC T4B21 
175819 

jC-atXLIB327439P2c!0a2 

BLASTN 

g2462264 

51 

1.0e-19 

51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
175820 

jC-atXLIB327439P2d08a2 

BLASTN 

g3228516 

106 

2.0e-52 

294 
84 

Arabidopsis thaliana ETTIN gene, complete cds 
175821 

jC-atXLIB327439P2dl2b2 

BLASTN 

g2582640 

40 

5.0e-13 

52 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175822 

jC-atXLIB327439P2e02a2 

BLASTN 

g2290120 

41 

1.0e-13 

45 

98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

175823 

jC-atXLIB3274 39P2ella2 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g531828 

50 

6.0e-19 

54 
98 

Cloning vector pSportl, 



complete cds 



175824 

jC-atXLIB327439P2f02b2 

BLASTN 

g2582640 

37 

3.0e-ll 

53 
92 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175825 

jC-atXLIB327 4 39P2f05a2 

BLASTX 

g4220462 

233 

3.0e-19 

74 

59 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PFJD004 6 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 

175826 

jC-atXLIB3274 39P2f0 6b2 

BLASTN 

g2582640 

55 

6.0e-22 

62 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175827 

jC-atXLIB327439P2g05a2 

BLASTN 

g2582640 

38 

7.0e-12 

66 
89 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175828 

jC-atXLIB3274 39P2g08a2 

BLASTN 

g4678705 



24253 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123 

1.0e-62 

271 
86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
(ESSA project) 

175829 

jC-atXLIB327439P2g08b2 

BLASTN 

g4678705 

73 

8.0e-33 

115 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
(ESSA project) 

175830 

jC-atXLIB327 4 3 9P2h03a2 

BLASTN 

g4678705 

165 

1.0e-87 

284 
90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 
(ESSA project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175831 

jC-atXLIB327439P2hl2b2 

BLASTX 

g2924781 

645 

1.0e-67 

145 

80 

(AC002334) 
thaliana] 



putative cellulose synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175832 

jC-atXLIB3274 39P3a05a2 

BLASTN 

g2462264 

47 

3.0e-17 

47 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



175833 

jC-atXLIB327439P3a08a2 

BLASTN 

g2462264 

47 

2.0e-17 
59 



24254 



o 



% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95 

Cucumis sativus mRNA for patatin-like protein, partial 
175834 

jC-atXLIB3274 39P3a08b2 

BLASTN 

g2582640 

53 

9.0e-21 

72 

93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175835 

jC-atXLIB327439P3a09b2 

BLASTN 

g2582640 

66 

2.0e-28 

74 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175836 

jC-atXLIB327439P3b01a2 

BLASTN 

g2462264 

37 

3.0e-ll 

60 
92 

Cucumis sativus mRNA for patatin-like protein, partial 
175837 

jC-atXLIB327439P3b02a2 

BLASTN 

g2815404 

46 

1.0e-16 

78 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMG4, complete sequence [Arabidopsis thaliana] 

175838 

jC-atXLIB327439P3bl0a2 

BLASTN 

g531832 

37 

3.0e-ll 

37 

100 

Cloning vector pSport2, complete sequence 



Seq. No. 



175839 



24255 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXLIB327439P3c03b2 

BLASTN 

gl3192 

64 

1.0e-27 

143 

89 

Oenothera berteriana mitDNA with part of plastid rRNA 
operon 

175840 

jC-atXLIB327439P3c06a2 

BLASTN 

g2462264 

37 

3.0e-ll 

57 

93 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175841 

jC-atXLIB3274 39P3d03a2 

BLASTN 

g2462264 

43 

6.0e-15 

59 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
175842 

jC-atXLIB327439P3d05b2 

BLASTN 

g2582640 

59 

3.0e-24 

74 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175843 

jC-atXLIB327439P3d06b2 

BLASTX 

g3834312 

516 

2.0e-52 

108 
89 

(AC005679) Strong similarity to glycoprotein EP1 gb_L16983 
Daucus carota and a member of S locus glycoprotein family 
PF_00954. ESTs gb_AA067487, gb_Z35737, gb_Z30815, 
gb_Z35350, gb_AA713171, gb_AI100553, gb_Z34248, 
gb_AA728536, gb_Z30816 an 



Seq. No. 
Seq. ID 



175844 

jC-atXLIB3274 39P3d!0b2 



24256 



Method 


BLASTX 


> T ~T~\ -r /— i -r 

NCBI GI 


g4 4 bo y / y 


BLAST score 


176 


E value 


1.0e-12 


Match length 


44 


% identity 


73 


NCBI Description 


(AL035605) putative protein [Arabidopsis thai. 


Seq. No. 


175845 


Seq. ID 


jC-atXLIB327439P3e!0a2 


Method 


BLAST N 


NCBI GI 


gz4 bzzo4 


BLAST score 


39 


E value 


2.0e-12 


Match length 


43 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein 


Seq. No. 


175846 


Seq. ID 


jC-atXLIB3274 39P3f05a2 


Method 


BLAST N 


NCBI GI 


gz4 oZZ o4 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


53 


% identity 


92 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein 


Seq. No. 


175847 


Seq. ID 


jC-atXLIB327439P3h01b2 


Method 


BLASTN 


NCBI GI 


go 318 32 


BLAST score 


43 


E value 


7.0e-15 


Match length 


67 


% identity 


91 


NCBI Description 


Cloning vector pSport2, complete sequence 


Seq. No. 


175848 


Seq. ID 


jC-atXLIB3274 39P3h03a2 


Method 


BLASTN 


NCBI GI 


g4185120 


BLAST score 


34 


E value 


2.0e-09 


Match length 


62 


% identity 


89 


NCBI Description 


Arabidopsis thaliana chromosome 1 BAC F5F19 s 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


175849 


Seq. ID 


jC-atXLIB327439P3h04a2 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


35 


E value 


6.0e-10 


Match length 


63 


% identity 


92 



24257 



ffr 



NCBI Description HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



175850 

jC-atXLIB327 4 39P3h06a2 

BLASTN 

g2462264 

39 

2.0e-12 

46 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
175851 

jC-atXLIB327440Pla02al 

BLASTN 

gl707006 

271 

1.0e-151 

358 
94 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175852 

jC-atXLIB327440Pla02bl 

BLASTN 

gl707006 

64 

2.0e-27 

107 

92 

Arabidopsis thaliana chromosome II BAC T1B8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175853 

jC-atXLIB327440Pla03al 

BLASTN 

g2462264 

47 

3.0e-17 

47 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
175854 

jC-atXLIB32744 0Pla04al 

BLASTN 

g531828 

53 

6.0e-21 

65 
95 

Cloning vector pSportl, complete cds 
175855 

jC-atXLIB327440Plf03al 



24258 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4589437 

79 

1.0e-36 

181 
84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPN9, complete sequence 

175856 

jC-atXLIB3274 40Plf 12al 

BLASTN 

g2462264 

42 

3.0e-14 

54 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
175857 

jC-atXLIB327440Plg05al 

BLASTX 

g2181180 

199 

2.0e-15 

118 
36 

(Z84377) xylosidase [Aspergillus niger] 



175858 

jC-atXLIB327440Plg08al 

BLASTX 

g480907 

753 

3.0e-80 

152 

95 

peroxidase (EC 1.11.1.7) 
>gi_4 0561 l_emb_CAA5 0 67 7_ 
thaliana] 



- Arabidopsis thaliana 

(X71794) peroxidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



175859 

jC-atXLIB3274 40Plh06al 

BLASTN 

gl6519 

55 

6.0e-22 

110 

90 

A. thaliana STP1 mRNA for glucose transporter 
175860 

jC-atXLIB3274 4 0P2b07al 

BLASTN 

g4510338 

34 

2.0e-09 



24259 



Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
91 

Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence , complete sequence 

175861 

jC-atXLIB3274 40P2bl2al 

BLASTN 

g2262097 

101 

2.0e-49 

155 
95 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence , complete sequence 

175862 

jC-atXLIB327440P2d02al 

BLASTN 

g2462264 

46 

7.0e-17 

54 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
175863 

jC-atXLIB327 4 4 0P2e0 6al 

BLASTN 

g3063690 

41 

1.0e-13 

52 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
(ESSAII project) 

175864 

jC-atXLIB327440P2g04al 

BLASTX 

g4104224 

182 

2.0e-13 

78 
49 

(AF033540) 
perenne] 



caffeic acid O-methyltransf erase; LPOMT3 [Lolium 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



175865 

jC-atXLIB32744 0P2g08al 

BLASTN 

gl769904 

45 

4.0e-16 

92 
87 



NCBI Description A. thaliana psbP gene 



24260 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175866 

jC-atXLIB327440P2gllal 

BLASTN 

g4803835 

261 

1.0e-145 

319 
95 

Arabidopsis thaliana mRNA 
complete cds 



for a dynamin-like protein ADL3, 



Seq. No. 175867 

Seq. ID jC-atXLIB327440P3bl0al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 52 

E value 3.0e-20 

Match length 56 

% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 175868 

Seq. ID jC-atXLIB327440P3c03al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 44 

E value 2.0e-15 

Match length 64 

% identity 94 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 175869 

Seq. ID jC-atXLIB327440P3c06al 

Method BLASTN 

NCBI GI g531828 

BLAST score 38 

E value 8.0e-12 

Match length 42 

% identity 98 

NCBI Description Cloning vector pSportl, complete cds 

Seq. No. 175870 

Seq. ID jC-atXLIB327440P3c07al 

Method BLASTN 

NCBI GI g531828 

BLAST score 49 

E value 2.0e-18 

Match length 64 

% identity 95 

NCBI Description Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



175871 

jC-atXLIB3274 4 0P3cl0al 

BLASTN 

g3738313 

169 



24261 



# 



E value 
Match length 
% identity 
N€BI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-90 

266 

91 

Arabidopsis thali ana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175872 

jC-atXLIB327440P3d07al 

BLASTN 

g2462264 

46 

1.0e-16 

54 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
175873 

jC-atXLIB3274 4 0P3dl0al 

BLASTN 

g2462264 

52 

3.0e-20 

56 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
175874 

jC-atXLIB327 4 4 0P3dllal 

BLASTX 

gl669387 

355 

1.0e-33 

76 

91 

(U41998) actin 2 [Arabidopsis thaliana] 
175875 

jC-atXLIB327'440P3e04al 

BLASTN 

gl523799 

76 

6.0e-35 

100 
95 

A. thaliana mRNA for MAP kinase kinase alpha 
175876 

jC-atXLIB327440P3f06al 

BLASTN 

g4490701 

74 

3.0e-33 

90 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone T24A18 
(ESSA project) 



24262 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



175877 

jC-atXLIB3274 40P3f07al 

BLASTN 

g2252823 

53 

9.0e-21 

93 
87 

Arabidopsis thaliana BAC IG005I10 
175878 

jC-atXLIB3274 40P3f09al 

BLASTN 

g4757392 

122 

6.0e-62 

227 

93 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K14A17, complete sequence 

175879 

jC-atXLIB327440P3fl0al 

BLASTN 

g531828 

43 

8.0e-15 

67 
91 

Cloning vector pSportl, complete cds 
175880 

jC-atXLIB3274 4 0P4c02b2 

BLASTN 

g3132469 

176 

4.0e-94 

265 
94 

Arabidopsis thaliana chromosome II BAC T29F13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175881 

jC-atXLIB327440P4c09b2 

BLASTN 

g3282170 

85 

7.0e-40 

128 
33 

Arabidopsis thaliana chromosome 1 BAC F8K4 sequence, 
complete sequence [Arabidopsis thaliana] 

175882 

jC-atXLIB327440P4d07b2 

BLASTN 

g2582640 



24263 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

1.0e-26 

74 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

175883 

jC-atXLIB32744 0P4dl2b2 

BLASTN 

g3335331 

82 

5.0e-38 

150 

89 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 

175884 

jC-atXLIB327440P4e05al 

BLASTN 

g4539331 

40 

5.0e-13 

48 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F22I13 
(ESSA project) 

175885 

jC-atXLIB327440P4e06al 

BLASTN 

g217870 

34 

2.0e-09 

82 

85 

A. thaliana mRNA for t-complex polypeptide 1 homologue, 
complete cds 

175886 

jC-atXLIB327440P4e07al 

BLASTX 

g4769004 

189 

4.0e-14 

77 
55 

(AF140598) ring-box protein 1 [Homo sapiens] 
>gi_4 769006_gb_AAD2 9716. 1_AF140599_1 (AF140599) 
protein 1 [Mus musculus] 



ring-box 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



175887 

jC-atXLIB3274 4 0P4e!0al 

BLASTN 

g2290120 

49 



24264 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



2.0e-18 

65 
94 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

175888 

jC-atXLIB327440P4ellal 

BLASTN 

g2290120 

54 

2.0e-21 

66 

95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

175889 

jC-atXLIB327440P4fl2al 

BLASTN 

g531828 

40 

5.0e-13 

64 
91 

Cloning vector pSportl, complete cds 
175890 

jC-atXLIB327440P4g06al 

BLASTX 

g3169171 

337 

2.0e-31 

134 

53 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445213 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

175891 

jC-atXLIB3274 4 0P4g09b2 

BLASTN 

g2894591 

98 

1.0e-47 

304 
89 * 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K21 
(ESSAII project) 

175892 

jC-atXLIB327440P4g!2al 

BLASTN 

g4191771 

73 

1.0e-32 
326 



24265 



# 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

Arabidopsis thaliana chromosome II BAC F3P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175893 

jC-atXN10515rl 

BLASTX 

gl619602 

467 

2.0e-46 

160 

56 

(Y08726) MtN3 [Medicago truncatula] 
175894 

jC-atXN209221al 

BLASTX 

g3881189 

323 

1.0e-29 

114 

59 

(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C0817 9 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST yk4 

175895 

jC-atXN23643a2 

BLASTN 

g4585620 

284 

1.0e-158 

337 

97 

Zea mays hmgi/y gene, exons 1-2 
175896 

jC-atXN23846f2 

BLASTN 

gl65316 

33 

1.0e-08 

33 
100 

O.cunniculus germline IgH heavy chain V-H pseudogene, 
allotype VHa2 

175897 

jC-atXN23948f2 

BLASTX 

g3056586 

132 

2.0e-19 

129 
39 

(AC004255) T1F9.7 [Arabidopsis thaliana] 
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Seq. No. 


175898 




Seq. ID 


jC-atXN272114al 




Method 


BLASTX 




NCBI GI 


gll67955 




"QT SOT 1 a r~* r\t~ d 

rsij/io i score 


_L f± f± 




E value 


1.0e-08 




Match length 


57 




% identity 


47 




NCBI Description 


(043497) putative 


32.7 




[Hordeum vulgare] 


>gi_ 




[Hordeum vulgare] 




Seq. No. 


175899 




Seq. ID 


jC-atXN27742al 




Method 


BLASTX 






gz DO DUO J 




BLAST score 


112 




E value 


7.0e-05 




Match length 


218 




% identity 


11 




NCBI Description 


(U72725) receptor 


kina 




longistaminata] 




Seq. No. 


175900 




Seq. ID 


jC-atXN28474al 




Method 


BLASTN 






g415413 




BLAST score 


35 




E value 


3.0e-10 




Match length 


35 




% identity 


100 




NCBI Description 


{multiple cloning 


site 




Ml 3mp2 9 /pUC2 9 , Genomic 


Seq. No. 


175901 




Seq. ID 


jC-atXN28593fl 




Method 


BLASTN 




NCBI GI 


g310778 




BLAST score 


37 




E value 


5.0e-ll 




Match length 


37 




% identity 


100 




NCBI Description 


pIBI25 cloning vector 


Seq. No. 


175902 




Seq. ID 


jC-atXN28761fl 




Method 


BLASTN 




NCBI GI 


g619522 




BLAST score 


33 




E value 


1.0e-08 




Match length 


33 




% identity 


100 




NCBI Description 


Synechococcus PCC 


6301 


Seq. No. 


175903 




Seq. ID 


jC-atXN288113al 





2465428 (AF021257) 32 kDa protein 



vector} [bacteriophage M13, 



DNA (clone PJRSY01) 
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Method BLASTN 

NCBI GI g485852 

- BLAST score 33 

E value 9.0e-09 

Match length 33 

% identity 100 

NCBI Description H. sapiens EWS gene, exon 

Seq. No. 175904 

Seq. ID jC-atXN30618al 

Method BLASTX 

NCBI GI g2558654 

BLAST score 151 

E value 2.0e-09 

Match length 132 

% identity 33 

NCBI Description (AC002354) No definition line found [Arabidopsis thaliana] 

Seq. No. 175905 

Seq. ID jC-atXN38694al 

Method BLASTX 

NCBI GI gl497987 

BLAST score 154 

E value 6.0e-10 

Match length 100 

% identity 36 

NCBI Description (U62798) SCARECROW [Arabidopsis thaliana] 

Seq. No. 175906 

Seq. ID jC-atXN392166fl 

Method BLASTX 

NCBI GI g4741187 

BLAST score 391 

E value 1.0e-37 

Match length 186 

% identity 45 

NCBI Description (AL049746) putative protein [Arabidopsis thaliana] 

Seq. No. 175907 

Seq. ID jC-atXN40083dl 

Method BLASTN 

NCBI GI g3819625 

BLAST score 65 

E value 8.0e-28 

Match length 73 

% identity 97 

NCBI Description Hordeum vulgare genomic DNA fragment; clone MWG2217 

Seq. No. 175908 

Seq. ID jC-atXN40292dl 

Method BLASTN 

NCBI GI g209100 

BLAST score 43 

E value 1.0e-14 

Match length 43 

% identity 100 

NCBI Description Shuttle vector consisting of DNA from E.coli and yeast. 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1250056_gb_I15148__I15148 Sequence 19 from patent US 
175909 

jC-atXN40990f2 

BLASTN 

g209614 

35 

7.0e-10 

35 
100 

Cloning vector pEZZ18 fusion gene, partial cds 
175910 

jC-atXN414104f2 

BLASTX 

g3420052 

361 

4.0e-34 

141 

56 

(AC004680) putative ubiqinone reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175911 

jC-atXN421120a2 

BLASTX 

g4417289 

157 

4.0e-10 

75 
47 

(AC007019) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175912 

jC-atXN458168r2 

BLASTX 

g2160144 

89 

1.0e-20 

126 

43 

(AC000375) Strong similarity to Arabidopsis oligopeptide 
transporter (gb X77503) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175913 

jC-atXN563193a2 

BLASTX 

g3941500 

184 

3.0e-13 

64 
61 

(AF062904) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 



175914 

jC-atXN593177rl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2738996 

231 

9.0e-19 

107 
74 

(AF022457) 



CYP97B2p [Glycine max] 



175915 

jC-atXN605212a2 

BLASTX 

g3551954 

384 

1.0e-36 

144 
48 

(AF082030) senescence-associated protein 5 [Hemerocallis 
hybrid cultivar] 

175916 

jC-atXP100C251L20T7bl 

BLASTX 

gl408471 

508 

2.0e-51 

112 
88 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi_3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

175917 

jC-atXP100C251L20T7dl 

BLASTX 

g4584533 

481 

2.0e-48 

134 

73 

(AL04 9608) putative protein [Arabidopsis thaliana] 
175918 

jC-atXP100C251M21T7bl 

BLASTX 

g2104536 

391 

1.0e-37 

142 

58 

(AF001308) predicted glycosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



175919 

jC-atXP100C251M5T7bl 

BLASTX 

g2464879 

846 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-91 

167 

99 

'(Z99707) 



caltractin-like protein [Arabidopsis thaliana] 



175920 

jC-atXP100C251N12T7bl 

BLASTN 

g3702315 

99 

7.0e-48 

352 

90 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

175921 

jC-atXP100C251N14T7bl 

BLASTN 

g2632075 

52 

7.0e-20 

56 

98 

X.laevis mRNA for cortical granule lectin 
175922 

jC-atXP100C251N21T7bl 

BLASTN 

g3641835 

309 

1.0e-173 

325 
99 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 

175923 

jC-atXP100C251N4T7bl 

BLASTX 

g2281631 

54 

4.0e-63 

167 

76 

(AF003096) AP2 domain containing protein RAP2.3 
[Arabidopsis thaliana] 

175924 

jC-atXP100C251P17T7bl 

BLASTX 

gl345594 

591 

4.0e-61 

148 

86 

14-3-3-LIKE PROTEIN GF14 KAPPA >gi_1022780 (U36447) GF14 
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# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
'NCBI Description 



Kappa isoform [Arabidopsis thaliana] 
175925 

jC-atXP100C269A7T7bl 

BLASTN 

g4159706 

302 

1.0e-169 

380 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGL6, complete sequence 

175926 

jC-atXP100C269F10T7bl 

BLASTX 

g2982463 

376 

9.0e-36 

138 

57 

(AL022223) putative protein [Arabidopsis thaliana] 
175927 

jC-atXP100C269F10T7dl 

BLASTN 

g3395757 

275 

1.0e-153 

283 
99 

Arabidopsis thaliana unknown mRNA 
175928 

jC-atXP100C269GlT7bl 

BLASTX 

g320563 

399 

2.0e-38 

81 
99 

transcription factor tgal - Arabidopsis thaliana 
>gi_16550_emb_CAA4818 9_ (X68053) transcription factor 
[Arabidopsis thaliana] 

175929 

jC-atXP100C269H7T7bl 

BLASTN 

g3702737 

186 

1.0e-100 

300 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSN2, complete sequence [Arabidopsis thaliana] 



Seq. No. 



175930 
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# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP100CE!BlT7bl 

BLASTX 

g4539405 

383 

1.0e-36 

86 
90 

(AL04 9524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 

175931 

jC-atXP100CElC8T7bl 

BLASTN 

g2804255 

49 

3.0e-18 

69 
93 

Oryctolagus cuniculus mRNA for interferon gamma, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175932 

jC-atXP100CE3E6T7bl 

BLASTX 

g464985 

234 

2.0e-22 

123 

53 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 8 (UBIQUITIN-PROTEIN 
LIGASE 8) (UBIQUITIN CARRIER PROTEIN 8) (UBCAT4A) 
>gi_398 699_emb_CAA78713_ (Z14989) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] 

175933 

jC-atXP100CE3G4T7bl 

BLASTX 

g3914442 

158 

2.0e-10 

51 
67 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi__1916350 (U92504) PSI-H subunit [Brassica rapa] 

175934 

jC-atXP101CElDHT708 9bl 

BLASTN 

g516042 

60 

6.0e-25 

241 
87 

Arabidopsis thaliana Columbia Dwarf 1 (DWF1) 
cds 



mRNA, complete 



£4273 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175935 

jC-atXP101CElE10T7058bl 

BLASTX 

g3790593 

460 

6.0'e-4 6 

87 

94 

(AF079185) 
thaliana] 



RING-H2 finger protein RHYla [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

.BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175936 

jC-atXP101CE!E10T7058dl 

BLASTN 

g3790592 

287 

1.0e-160 

448 
92 

Arabidopsis thaliana RING-H2 finger protein RHYla mRNA, 
partial cds 

175937 

jC-atXP101CElEHT7 066dl 

BLASTX 

g4156243 

729 

2.0e-77 

150 

95 

(ABO 125 69) ATHP2 [Arabidopsis thaliana] 
175938 

jC-atXP101CElElT7 010bl 

BLASTN 

g4741939 

83 

1. Oe-38 

107 

94 

Arabidopsis thaliana Lhca2 protein (Lhca2) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



175939 

jC~atXP101CElElT7 010dl 

BLASTX 

gl399450 

433 

9.0e-43 

135 
64 

(U47660) beta-tubulin 2 
175940 

jC-atXP101CElE5T7026dl 

BLASTX 

g2493896 



[Lupinus albus] 
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© 



BLAST score 


345 


E value 


2.0e-32 


Match length 


159 


% identity 


52 


NCBI Description 


CYSTEINE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



SULFHYDRYLASE) ( O-ACETYLSERINE (THIOL) -LYASE ) (CSASE) 
>gi_1488519_emb_CAA574 98_ (X81973) cysteine synthase 
[Arabidopsis thaliana] 

175941 

jC-atXP101CElFHT7 043bl 

BLASTX 

g730450 

80 

2.0e-09 

89 

55 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 

>gi_48 064 9_pir S37134 cold-induced protein BnC24B - rape 

>gi_398 922_emb_CAA80343_ (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 

175942 

jC-atXP101CElFllT7043dl 

BLASTX 

g730526 

'226 

2.0e-18 

97 
56 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 

>gi_480787_pir S37271 ribosomal protein L13 - Arabidopsis 

thaliana >gi_4 04166_emb_CAA53005_ (X75162) BBC1 protein 

[Arabidopsis thaliana] 

175943 

jC-atXP101CElF3T7090dl 

BLASTX 

g2499327 

392 

6.0e-38 

84 

87 

NADH-UBIQUINONE OXIDOREDUCTASE 20 KD SUBUNIT PRECURSOR 

(COMPLEX I-20KD) (CI-20KD) >gi_1084345_pir S52286 NADH 

dehydrogenase (EC 1.6.99.3} - Arabidopsis thaliana 
>gi_643090_emb_CAA58887.1_ (X84078) NADH dehydrogenase 
[Arabidopsis thaliana] 

175944 

jC-atXP101CElF5T7 011dl 

BLASTN 

g3510347 

40 

3.0e-13 

166 

91 
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NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSJ11, complete sequence [Arabidopsis thaliana] 



Seq. No. 


175945 


Seq. ID 


jC-atXP101CElG10T7091bl 


Method 


BLASTN 


NCBI GI 


g3892595 


BLAST score 


44 


E value 


2.0e-15 


Match length 


68 


% identity 


91 


NCBI Description 


Mus mus cuius mRNA for ph 


Seq. No. 


175946 


Seq. ID 


jC-atXP101CElG10T7091dl 


Method 


BLASTX 


NCBI GI 


g4455295 


BLAST score 


220 


E value 


4.0e-21 


Match length 


90 


% identity 


60 


NCBI Description 


(AL035528) isoflavone re 




thaliana] 


Seq. No. 


175947 


Seq,. ID 


jC-atXP101CElG12T7012bl 


Method 


BLASTN 


NCBI GI 


g488614 


BLAST score 


43 


E value 


8.0e-15 


Match length 


119 


% identity 


87 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



A. thaliana Chloroplast gshl mRNA for glutamate-cysteine 
ligase 

175948 

jC-atXP101CElG4T7059dl 

BLASTX 

g4454036 

743 

5.0e-79 

136 

99 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 

175949 

jC-atXP101CElG7T7067dl 

BLASTN 

g4538990 

56 

9.0e-23 

148 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5L19 
(ESSA project) 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175950 

jC-atXP101CElH10T7068dl 

BLASTX 

g99749 

192 

2.0e-14 

83 
48 

probable serine/threonine-specif ic protein kinase ATPK64 
(EC 2.7.1.-) - Arabidopsis thaliana 
>gi_217843_dbj_BAA01731_ (D10937) protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175951 

jC-atXP101CElHllT7076bl 

BLASTX 

g786117 

112 

5.0e-05 

183 

4 

(L41834) nuclear protein [Ensis minor] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175952 

jC-atXP101CElH12T7084dl 

BLASTN 

g2924257 

54 

2.0e-21 

159 

92 

Tobacco chloroplast genome DNA 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175953 

jC-atXP101CElHlT7020dl 

BLASTX 

g2072628 

619 

2.0e-64 

154 

79 

(Y12641) superoxide dismutase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175954 

jC-atXP101CElH9T7060dl 

BLASTX 

g4454036 

177 

8.0e-13 

135 
23 

(AL035394) putative major latex protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



175955 

jC-atXP101CE2AlT7 092bl 
BLASTN 
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NCBI GI 


g3892595 




BLAST score 


47 




E value 


3.0e-17 




Match length 


71 




% identity 


92 




NCBI Description 


Mus mus cuius mRNA for pheromone 


receptor 


Seq. No. 


175956 




Seq. ID 


jC-atXP101CE2A2T7005bl 




Method 


BLASTN 




NCBI GI 


g3892595 




BLAST score 


34 




E value 


2.0e-09 




Match length 


69 




% identity 


89 




NCBI Description 


Mus mus cuius mRNA for pheromone 


receptor 


Seq, No. 


175957 




Seq. ID 


jC-atXP101CE2A4T7021dl 




Method 


BLASTN 




NCBI GI 


g4056476 




BLAST score 


46 




E value 


4.0e-17 




Match length 


50 




% identity 


98 


II BAC F3G5 genomic 


NCBI Description 


Arabidopsis thaliana chromosome 


sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


175958 




Seq. ID 


jC-atXP101CE2A8T7045bl 




Method 


BLASTN 




NCBI GI 


g4090883 




BLAST score 


54 




E value 


2.0e-21 




Match length 


120 





% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



94 

Arabidopsis thaliana vesicle-associated membrane protein 7B 
(At VAMP7B) mRNA, complete cds 

175959 

j C-atXPl 01CE2A8T7 0 4 5dl 

BLASTX 

g2494115 

235 

2.0e-19 

77 
69 

(AC00237 6) Strong similarity to Arabidopsis AT H SARI 
(gb_M90418). ESTs gb_T44122, gb_N65276, gb_AA041135 come from 
this gene. [Arabidopsis thaliana] 

175960 

jC-atXP101CE2ClT7054bl 

BLASTX 

g4371284 

507 

2.0e-51 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



110 
89 

(AC006260) putative plasma membrane intrinsic protein 2B 
[Arabidopsis thaliana] 

~ 175961 
jC-atXP101CE2ClT7054dl 
BLASTX 
gll75013 
143 

9.0e-13 

75 
60 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_62 9542_pir S44084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 



Seq. No. 


175962 


Seq. ID 


jC-atXP101CE2C7T7086dl 


Me t hod 


BLASTX 


NCBI GI 


g4417280 


BLAST score 


186 


E value 


2.0e-36 


Match length 


135 


% identity 


66 


NCBI Description 


(AC007019) putative ATP synthase [Arabidopsis thaliana 


Seq. No. 


175963 


Seq. ID 


jC-atXP101CE2C9T7007bl 


Method 


BLASTN 


NCBI GI 


g4510338 


BLAST score 


38 


E value 


7.0e-12 


Match length 


82 


% identity 


87 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F2H17 genomic 




sequence, complete sequence 


Seq. No. 


175964 


Seq. ID 


jC-atXP101CE2C9T7007dl 


Method 


BLASTN 


NCBI GI 


g4510338 


BLAST score 


133 


E value 


1.0e-68 


Match length 


153 



% identity 97 

NCBI Description Arabidopsis thaliana chromosome II BAC F2H17 genomic 
sequence, complete sequence 



Seq. No. 175965 

Seq. ID jC-atXP101CE2D4T7055bl 

Method BLASTN 

NCBI GI - g2264305 

BLAST score 63 

E value 1.0e-26 

Match length 145 



24279 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 



94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK23, complete sequence [Arabidopsis thaliana] 



175966 

jC-atXP101CE2EllT7088dl 

BLASTX 

g926931 

412 

3.0e-40 

117 
77 

(L44582) vacuolar H+-pumping 
[Arabidopsis thaliana] 



ATPase 16 kDa proteolipid 



175967 

jC-atXP101CE2E12T7096bl 

BLASTX 

g3193289 

145 

5.0e-09 

138 

36 

(AF069298) similar to several small proteins (-100 aa) that 
are induced by heat, auxin, ethylene and wounding such as 
Phaseolus aureus indole-3-acetic acid induced protein ARG 

(SW: 32292) [Arabidopsis thaliana] 

175968 

jC-atXP101CE2E4T704 8bl 

BLASTX 

g2829899 

49 

1.0e-32 

140 
51 

(AC002311) similar to ripening-induced protein, 
gp_AJ001449_2465015 and majorttlatex protein, 
gp_X91961_11074 95 [Arabidopsis thaliana] 

175969 

jC-atXP101CE3G9T7033dl 

BLASTN 

gl6311 

66 

1.0e-28 

102 
93 

A. thaliana gene for tonoplast intrinsic protein 
gamma-TIP (Ara) >gi_166731_gb_M8434 4_ATHGTIP Arabidopsis 
thaliana tonoplast intrinsic protein (gamma-TIP) gene, 
complete cds 

175970 

jC-atXP102CE2F10T7bl 

BLASTX 

g2143767 

24280 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123 

4.0e-06 

169 
8 

glycoprotein - rat >gi_986943 (L08134) glycoprotein [Rattus 

norvegicus] >gi_1094 950_prf 2107200A glycoprotein [Rattus 

norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175971 

jC-atXP102CE2F12T7 049dl 

BLASTX 

gl755164 

148 

1.0e-09 

72 
47 

(U75193) germin-like protein [Arabidopsis thaliana] 
>gi_1755168 (U75195) germin-like protein [Arabidopsis 
thaliana] >gi__2239042_emb_CAA73213_ (Y12673) GLP3 protein 
[Arabidopsis thaliana] >gi_4 666250_dbj_BAA77208 . 1_ (D89374) 
germin-like protein 2 precursor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175972 

jC-atXP102CE2G5T7bl 

BLASTX 

g2143767 

155 

9.0e-10 

205 
16 

glycoprotein - rat >gi_986943 (L08134) glycoprotein [Rattus 

norvegicus] >gi_1094 950_prf 2107200A glycoprotein [Rattus 

norvegicus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175973 

jC-atXP102CE2H2T7050dl 

BLASTN 

g4049332 

260 

1.0e-144 

260 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
{ESSAII project) 



F8B4 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175974 

jC-atXP102CE2H4T7066dl 

BLASTX 

gll70091 

195 

3.0e-15 

63 
67 

GLUTATHIONE S-TRANSFERASE PM2 4 (24 KD AUXIN-BINDING 

PROTEIN) {CLASS PHI) >gi_47 9736_pir S35268 glutathione 

transferase (EC 2.5.1.18) gst2 - Arabidopsis thaliana 
>gi_166723 (L0758 9) glutathione S-transf erase [Arabidopsis 



24281 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_347212 (L11601) glutathione S-transf erase 
[Arabidopsis thaliana] >gi_407 090_emb_CAA53051_ (X75303) 
glutathione S-transf erase [Arabidopsis thaliana] 
>gi_2262152_gb_AAC78264.1_AAC78264 (AC002330) Atpm24.1 
glutathione S transferase [Arabidopsis thaliana] 

175975 

jC-atXP102CE2H8T7003dl 

BLASTX 

g2618723 

275 

7.0e-25 

72 

75 

(U49073) IAA17 [Arabidopsis thaliana] >gi_2 921756 
(AF040631) IAA17/AXR3 protein [Arabidopsis thaliana] 
>gi_4389514_gb_AAB70451__ (AC000104) Identical to 
Arabidopsis gb_AF040632 and gb_U49073 IAA17/AXR3 gene. ESTs 
gb_H36782 and gb_F14074 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175976 

jC-atXP102CE3H6T7bl 

BLASTX 

g2618723 

186 

1.0e-13 

90 

56 

(U49073) IAA17 [Arabidopsis thaliana] >gi_2921756 
(AF040631) IAA17/AXR3 protein [Arabidopsis thaliana] 
>gi_4 389514_gb_AAB70451_ (AC000104) Identical to 
Arabidopsis gb__AF040632 and gb_U49073 IAA17/AXR3 gene. ESTs 
gb_H36782 and gb_F14074 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175977 

jC-atXP102CE4B5T7052dl 

BLAST N 

g2864607 

235 

1.0e-129 

243 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M6 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175978 

jC-atXP102CE4CHT7 0 68dl 

BLASTX 

g4510345 

293 

1.0e-26 

53 

98 

(AC006921) unknown protein [Arabidopsis thaliana] 



24282 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175979 

jC-atXP102CE4D12T7092dl 

BLASTX 

g3212879 

277 

9.0e-25 
78 
74 

(AC004005) 
thaliana] 



putative ribosomal protein L7 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175980 

jC-atXP102CE4E6T7029dl 

BLASTN 

g3449320 

91 

1.0e-43 

147 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRB17, complete sequence [Arabidopsis thaliana] 



PI clone: 



175981 

jC-atXP102CE4F3T7 085dl 

BLASTX - 

gl944575 

404 

1.0e-39 

86 

86 

(Z94058) pectinesterase [Lycopersicon esculentum] 
175982 

jC-atXP102CE4F4T7 093dl 

BLASTX 

g3334150 

317 

2.0e-29 

85 

78 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR 

(MG-PROTOPORPHYRIN IX CHELATASE) >gi_2129847_pir JC4312 

chlorophyll magnesium chelatase (EC 4.99.-.-) - soybean 
chloroplast >gi_17324 69_dbj_BAA08291_ (D45857) Mg chelatase 
subunit (46 kD) [Glycine max] 

175983 

jC-atXP102CE4F5T7bl 

BLASTX 

g2654122 

152 

1.0e-09 

33 
82 

(AF034694) ribosomal protein L23a [Arabidopsis thaliana] 



Seq. No. 



175984 



24283 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



jC-atXP102CE4F6T7bl 

BLASTX 

g786117 

127 

1. Oe-06 

231 

5 

(L41834) nuclear protein [Ensis minor] 
175985 

jC-atXP102CE5A5T7bl 

BLASTX 

g4138137 

283 

5.0e-25 

77 
65 

(AJ012796) ss-galactosidase [Lycopersicon esculentum] 
175986 

jC-atXP102CE5D12T7bl 

BLASTN 

g3097257 

49 

3.0e-18 

57 
96 

Platichthys flesus Ki-ras gene (exons 1 to 4) 
175987 

jC-atXP102CE5D7T7 094dl 

BLASTX 

g3334149 

191 

9.0e-15 

68 
59 

MAGNESIUM-CHELATASE SUBUNIT CHLI PRECURSOR 

(MG-PROTOPORPHYRIN IX CHELATASE) >gi_2323329 (AF014053) Mg 
protoporphyrin chelatase subunit [Nicotiana tabacum] 

175988 

jC-atXP102CE5ElT7bl 

BLASTN 

g560553 

43 

7.0e-15 

55 

95 

truncated protein {frame 1, multiple cloning site} 
[Saccharomyces cerevisiae=yeast, cloning vector YCpIFl-12, 
Other Plasmid Synthetic Partial, 99 nt] 

175989 

jC-atXP102CE5F5T7 04 0dl 

BLASTN 

gl66935 



24284 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



105 

5.0e-52 

232 
86 

A. thaliana ubiquitin extension protein (UBQ6) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



175990 

jC-atXP102CE6A5T7051dl 

BLASTN 

g4467358 

39 

1.0e-12 

43 
98 

Arabidopsis thaliana mRNA for Phosphatidylinositol 4-Kinase 
175991 

jC-atXP104CE10D4T7bl 

BLASTN 

gl765898 

178 

5.0e-95 

298 
91 

A. thaliana mRNA for Spot 3 protein 
175992 

jC-atXP104CE10E8T7bl 

BLASTN 

g710625 

410 

0.0e+00 

489 

96 

Arabidopsis thaliana mRNA for ERD15 protein, complete cds 
175993 

jC-atXP104CE7A12T7bl 

BLASTN 

g2598931 

40 

9.0e-13 

118 
93 

Arabidopsis thaliana auxin-responsive protein IAA2 gene, 
complete cds 

175994 

jC-atXP104CE7ClT7bl 

BLASTN 

g984755 

55 - 

7.0e-22 

55 

100 

O.sativa mRNA for chilling-inducible protein 



24285 



Seq*. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



175995 

jC-atXP107C105A22T7dl 

BLASTN 

g2289094 

39 

4.0e-13 

59 
92 

Arabidopsis thaliana WD-40 repeat protein 
complete cds 



(AtArcA) mRNA, 



175996 

jC-atXP107ClllI9T7sl 

BLASTN 

gl66709 

82 

8.0e-39 

106 
94 

Arabidopsis thaliana cytosolic glyceraldehyde-3-phosphate 
dehydrogenase (GapC) gene, exons 1-9, complete cds 

175997 

jC-atXP107C123C17T7sl 
- BLASTX 
g3874563 
237 

9.0e-20 

106 

47 

(Z81042) similar to Yeast hypothetical protein YEY6 like; 
cDNA EST yk206h5.3 comes from this gene; cDNA EST yk206h5. 
comes from this gene; cDNA EST yk303hl.3 comes from this 
gene; cDNA EST yk303hl.5 comes from this gene; cDNA ... 
>gi_3924825_emb_CAB0554 9_ (Z83113) similar to Yeast 
hypothetical protein YEY6 like; cDNA EST yk206h5.3 comes 
from this gene; cDNA EST yk206h5.5 comes from this gene; 
cDNA EST yk303hl.3 comes from this gene; cDNA EST yk303hl. 
comes from this gene; cDNA 

175998 

jC-atXP107C23E4T7sl 

BLASTX 

g4455349 

424 

1.0e-41 

84 
100 

(AL035524) putative protein [Arabidopsis thaliana] 
175999 

jC-atXP107C39G2T7sl 

BLASTX 

g3236242 

161 

3.0e-ll 



24286 



Match length 

% identity- 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 
63 

(AC004 684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 

176000 

jC-atXP108C144D14T7065dl 
JBLASTN 
g2582640 
41 

3.0e-13 

41 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

176001 

jC-atXP108C144I3T7089dl 

BLASTN 

g2828184 

131 

3.0e-67 

443 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSN9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



176002 

jC-atXP108C147F19T7010dl 

BLASTN 

g2828184 

59 

5.0e-24 

250 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSN9, complete sequence [Arabidopsis thaliana] 

17600S 

jC-atXP108C147K15T7026dl 

BLASTX 

g!35406 

337 

3.0e-31 

114 

61 

TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_997 68_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

176004 

jC-atXP108C151H20T7082dl 

BLASTX 

g4115916 

111 

3.0e-15 



24287 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
49 

(AF118222) F3H7.9 gene product [Arabidopsis thaliana] 
>gi_45394 41_emb_CAB40029.1_ (AL049523) putative protein 
[Arabidopsis thaliana] 



176005 

jC-atXP108C153H24T7 090dl 

BLASTX 

g584741 

172 

5.0e-12 

86 
43 

ANKYRIN REPEAT PROTEIN 
ankyrin-repeat protein 



(AKRP) >gi_3224 61__pir JQ1729 

- Arabidopsis thaliana >gi__166744 
(M82883) ankyrin repeat-containing protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176006 

jC-atXP108C157G10T7027dl 

BLASTX 

gl35406 

762 

4.0e-81 

174 

86 ' 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_997 68_pir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 

176007 

jC-atXP108C157G23T7sl 

BLASTN 

g4510360 

369 

0.0e+00 

405 

98 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 



176008 

jC-atXP108C160M18T7067dl 

BLASTX 

g543841 

750 

1.0e-79 

151 
97 

ADP-RIBOSYLATION FACTOR 1 
ADP-ribosylation factor 1 



>gi_322518_pir S28875 

- Arabidopsis thaliana >gi__166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi_2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] >gi_4 6307 47_gb_AAD2 6597 . 1_AC007236_2 (AC007236) 
ADP-ribosylation factor [Arabidopsis thaliana] 



24288 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176009 

jC-atXP108C161I22T7083dl 

BLASTN 

g2337888 

42 

5.0e-14 

334 

84 

Genomic sequence for Arabidopsis thaliana BAC F14J16, 
complete sequence [Arabidopsis thaliana] 

176010 

jC-atXP108C166H5T7028dl 

BLASTX 

gl935914 

281 

1.0e-67 

186 
73 

(U77347) lethal leaf-spot 1 homolog [Arabidopsis thaliana] 
176011 

jC-atXP108C169D18T7060dl 

BLASTN 

gl935913 

178 

3.0e-95 

434 

86 

Arabidopsis thaliana lethal leaf-spot 1 homolog (Llsl) 
mRNA, partial cds 

176012 

jC-atXP108C17 3N16T7053dl 

BLASTX 

g461899 

198 

3.0e-45 

152 

66 

PEPTIDYL- PROLYL CIS-TRANS ISOMERASE, CHLOROPLAST PRECURSOR 
(PPIASE) (ROTAMASE) (CYCLOPHILIN) (CYCLOSPORIN A-BINDING 

PROTEIN) >gi_1076368_pir B53422 peptidylprolyl isomerase 

(EC 5.2.1.8) ROC4 - Arabidopsis thaliana >gi_405131 
(L14845) cyclophilin [Arabidopsis thaliana] >gi_1322278 
(U42724) cyclophilin [Arabidopsis thaliana] 

176013 

jC-atXP108C174D10T7sl 

BLASTX 

g404688 

225 

8.0e-19 

71 
51 

(L19074) cytochrome P450 [Catharanthus roseus] 



24289 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176014 

jC-atXP108C174G13T7069dl 

BLASTX 

g461812 

424 

2.0e-41 

187 
48 

CYTOCHROME P4 50 7 2 (CYPLXXII) (PROBABLE 

GERANI OL- 1 0 -H YDROXYLAS E ) (GE10H) >gi_167484 (L10081) 

Cytochrome P-450 protein [Catharanthus roseus] 

>gi_445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176015 

jC-atXP108C175O12T7093dl 

BLASTX 

g584741 

226 

3.0e-18 

104 

20 

ANKYRIN REPEAT PROTEIN (AKRP) >gi_322 4 61_pir JQ1729 

ankyrin-repeat protein - Arabidopsis thaliana >gi_166744 
(M82883) ankyrin repeat-containing protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176016 

jC-atXP108C181H5T7070dl 

BLASTX 

gl572721 

145 

1.0e-08 

248 
7 

(U70136) megakaryocyte stimulating factor; MSF [Homo 
sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176017 

jC-atXP108C184O24T7047dl 

BLAST N 

g4835223 

52 

9.0e-20 

80 
91 

Arabidopsis thaliana DNA chromosome 3, BAC clone F18B3 
(ESSA project) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



176018 

jC-atXP108C185N19T7063dl 

BLASTX 

g2829899 

457 

2.0e-45 
142 



24290 



% identity 61 

NCBI Description (AC002311) similar to ripening-induced protein, 
gp AJ001449_2465015 and maj or#latex protein, 
gp~X91961_1107495 [Arabidopsis thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176019 

jC-atXP108C186B9T7055dl 

BLASTX 

g2497886 

282 

5.0e-25 

54 

93 

METALLOTHIONEIN-LIKE PROTEIN 2B (MT-2B) 

>gi 1361999_pir S57862 metallothionein 2b - Arabidopsis 

thaliana >gi__1086463 (U11256) metallothionein [Arabidopsis 
thaliana] 



Seq. No. 176020 

Seq. ID jC-atXP108C190P4T7056dl 

Method BLASTN 

NCBI GI gl086462 

BLAST score 80 

E value 1.0e-36 

Match length 175 

% identity 93 . 

NCBI Description Arabidopsis thaliana Columbia ecotype metallothionein 
(MT2b) gene, complete cds 

Seq. No. 176021 

Seq. ID jC-atXP108C191A15T7024dl 

Method BLASTX 

NCBI GI g4206763 

BLAST score 488 

E value 7.0e-49 

Match length 92 

% identity 99 _ , 

NCBI Description (AF104328) cell wall-plasma membrane linker protein nomolog 
[Arabidopsis thaliana] 

Seq. No. 176022 

Seq. ID jC-atXP108C191E5T7032dl 

Method BLASTX 

NCBI GI g4531443 

BLAST score 66 

E value 4.0e-20 

Match length 131 

% identity 53 

NCBI Description (AC006224) putative 50s ribosomal protein L3 [Arabidopsis 
thaliana] 



Seq. No. 176023 

Seq. ID jC-atXP108C192G21T7096dl 

Method BLASTX 

NCBI GI gl071912 

BLAST score 7 08 

E value 2.0e-90 



24291 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



• 

199 
89 

cysteine synthase (EC 4.2.99.8) cpACSl - Arabidopsis 

thaliana >gi_572517_emb_CAA57344_ (X81698) cysteine 

synthase [Arabidopsis thaliana] 

176024 

jC-atXP108C192P19T7sl 

BLASTN 

g4757405 

155 

7.0e-82 

313 
75 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOJ10, complete sequence 

176025 

jC-atXP108C63E2T7sl 

BLASTN 

g3582315 

86 

4.0e-41 

102 
96 

Arabidopsis thaliana chromosome II BAC T27A16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176026 

jC-atXP109C201O14T7sl 

BLASTX 

g2501669 

154 

4.0e-10 
114 

34 , 

HYPOTHETICAL 48.1 KD PROTEIN IN WRBA-PUTA INTERGENIC REGION 
>gi_1787241 (AE000202) putative transport protein 
[Escherichia coli] 

176027 

jC-atXP109C202I14T7sl 

BLASTX 

g3128176 

86 

7.0e-09 

108 

32 

(AC004521) unknown protein [Arabidopsis thaliana] 
176028 

jC-atXP109C205I7T7sl 

BLASTX 

g3695017 

209 

1.0e-16 

41 



24292 



% identity 

NCBI Description 



100 

(AF055847) similar to the C-terminus of putative plasma 
membrane -cell wall linker proteins [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176029 

jC-atXP109C208I9T7sl 

BLASTN 

g2264309 

55 

4.0e-22 

115 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MJJ3, complete sequence [Arabidopsis thaliana] 



clone : 



176030 

jC-atXP109C73E12T7sl 

BLASTX 

g2245076 

253 

1.0e-21 

51 

100 

(Z97343) GTP-binding RAB2A protein [Arabidopsis thaliana] 



176031 

jC-atXP109C93F8T7sl 

BLASTN 

g3046850 

200 

1.0e-108 

409 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K24G6, complete sequence [Arabidopsis thaliana] 



TAC clone 



176032 

jC-atXP109C95E3T7sl 

BLASTN 

g3046851 

62 

3.0e-26 

323 
82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIJ24, complete sequence [Arabidopsis thaliana] 



PI clone: 



176033 

jC-atXP109C97B4T7sl 

BLASTX 

g2982331 

270 

5.0e-24 

55 
96 

(AF051251) TAT -binding protein homolog [Picea mariana] 



24293 



Seq. No. 176034 

Seq. ID jC-atXP109C98H23T7sl . 

Method BLASTN 

NCBI GI g3426063 

BLAST score 94 

E value 9.0e-46 

Match length 14 6 

% identity 91 

NCBI Description Arabidopsis thaliana mRNA for monooxygenase 

Seq. No. 176035 

Seq. ID jC-atXP109C98O17T7sl 

Method BLASTN 

NCBI GI g634002 

BLAST score 193 

E value 1.0e-104 

Match length 230 

% identity 95 , 

NCBI Description A. thaliana mRNA for acyl-(acyl carrier protein) 
thioesterase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176036 

jC-atXP109C99M15T7sl 

BLASTN 

g3941465 

37 

1.0e-ll 

121 
89 

Arabidopsis thaliana putative transcription factor 
mRNA, complete cds 



(MYB51) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176037 

jC-atXP10C94MlT7s2 

BLASTX 

g3269291 

330 

7.0e-31 

69 

94 

(AL030978) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176038 

jC-atXP10C95K24T7s2 

BLASTN 

g2656029 

68 

6.0e-30 

302 
81 

Arabidopsis thaliana genomic 
MQB2 



DNA, chromosome 5, PI clone: 



Seq. No. 176039 

Seq. ID jC-atXP10C95M21T7sl 

Method BLASTN 



24294 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4580522 
117 

3.0e-59 

228 

91 

Arabidopsis thaliana scarecrow-like 
cds 



8 (SCL8) mRNA, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



176040 

jC~atXP10C95O20T7sl 

BLASTN 

g4454022 

42 

8.0e-15 

134 
83 

Arabidopsis thaliana 
(ESSAII project) 



DNA chromosome 4, BAC clone F9D16 



176041 

jC-atXP10C97A16T7s2 

BLASTN 

g4521999 

36 

8.0e-ll 

144 
85 

Arabidopsis thaliana chromosome II BAC F2G1 genomic 
sequence, complete sequence 

176042 

jC-atXP10C97A3T7sl 

BLASTN 

g2760169 

208 

1.0e-113 

303 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFB13, complete sequence [Arabidopsis thaliana] 

176043 

jC-atXP10C97B17T7dl 

BLASTN 

g3859658 

309 

1.0e-173 

342 
86 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 

176044 

jC-atXP10C97B17T7sl 

BLASTN 

g3859658 

252 



24295 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-139 

304 
82 

Arabidopsis thaliana DNA chromosome 4, BAC clone T16L1 
(ESSAII project) 

176045 

jC-atXP10C97D16T7s2 

BLASTX 

g3540185 

415 

1.0e-40 

86 
98 

(AC004122) Highly Similar to branched-chain amino acid 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI- Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176046 

jC-atXP110C119E3T7041al 

BLASTX 

gl076413 

999 

1.0e-109 

191 

100 

serine O-acetyltransf erase (EC 2.3.1.30) - Arabidopsis 
thaliana >gi_214677 6_pir S67482 serine O-acetyltransf erase 

(EC 2.3.1.30) - Arabidopsis thaliana >gi_608577 (L34076) 
serine acetyltransf erase [Arabidopsis thaliana] 
>gi_608677_emb_CAA84371_ (Z34888) serine acetyltransf erase 

[Arabidopsis thaliana] >gi_10934 93_prf 2104212A Ser 

acetyltransferase [Arabidopsis thaliana] 

176047 

jC-atXP110C95J23T7016al 

BLASTX 

g3341680 

265 

8.0e-23 

85 
67 

(AC003672) unknown protein [Arabidopsis thaliana] 
176048 

jC-atXP110CG3H3T7022al 

BLASTX 

g464727 

52 

4.0e-23 

113 

72 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_4 81451_pir S38642 chaperonin-60 alpha chain - rape 

>gi_415925_emb_CAA81736_ (Z27222) chaperonin-60 alpha 
subunit [Brassica napus] 



24296 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176049 

jC-atXP110CG4A4T7015al 

BLASTN 

g2462264 

42 

4.0e-14 

50 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
176050 

jC-atXP110CG4A5T7023al 

BLASTX 

g2979552 

43 

1.0e-83 

151 
98 

(AC003680) unknown protein [Arabidopsis thaliana] 
176051 

jC-atXPlllC106O4T7sl 

BLASTN 

g3335331 

45 

1.0e-16 

65 

92 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176052 

jC-atXPlllC106P13T7dl 

BLASTX 

g3894171 

300 

4.0e-53 

112 

98 

(AC005312) 
thaliana] 



putative glutathione s-transferase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



176053 

jC-atXPlllC116018T7sl 

BLASTN 

g3080352 

271 

1.0e-151 

359 
97 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5K18 
(ESSAII project) 

176054 

jC-atXPlllC122I17T7sl 

BLASTN 

g3228389 



24297 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



368 

0.0e+00 

380 

99 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 

176055 

jC-atXPlllC122M19T7sl 

BLASTN 

g4733953 

477 

0. 0e+00 

489 

99 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 

176056 

jC-atXPlllC123I6T7sl 

BLASTX 

g4314366 

467 

6.0e-47 

85 

100 

(AC006340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176057 

jC-atXPlllC124J7T7sl 

BLASTX 

g2190558 

281 

4.0e-25 

56 

98 

(AC001229) F5I14. 14 [Arabidopsis thaliana] 
176058 

jC-atXPlllC125L24T7sl 

BLASTN 

g2618600 

105 

4.0e-52 

234 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDC12, complete sequence [Arabidopsis thaliana] 

176059 

jC-atXPlllC12 6G8T7sl 

BLASTX 

g4417286 

227 

1.0e-18 

66 

73 



24298 



NCBI Description (AC007019) putative shikimate kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176060 

jC-atXPlllC126M8T7sl 
BLASTX 
g67243 
362 

2.0e-34 
126 
56 

fructose-bisphosphatase (EC 3, 
spinach >gi__999621_pdb_lSPI_A 
>gi_999622_pdb_lSPI_B Spinacia oleracea 
>gi_999623_pdb_lSPI_C Spinacia oleracea 
>gi 999624_pdb_lSPI_D Spinacia oleracea 



1.3.11), chloroplast - 
Spinacia oleracea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176061 

jC-atXP112C124017T7al 

BLASTN 

g2462264 

35 

6.0e-10 

43 

95 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176062 

jC-atXP112C124P16T7d2 - *- ' 

BLASTX 

g4220481 

292 

5.0e-26 

117 

55 

(ACQ06069) unknown protein [Arabidopsis thaliana] 
176063 

jC-atXP112C125P10T7d2 

BLASTN 

g4757394 

364 

0.0e+00 

422 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K1904, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176064 

jC-atXP112C125P3T7d2 

BLASTN 

g2832639 

483 

0.0e+00 

507 

99 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28J12 
(ESSAII project) 



24299 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176065 

jC-atXP112C126N4T4d2 

BLASTX 

gll70373 

323 

2.0e-67 

160 
85 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi__1072 473jpir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74 604) heat shock protein 70 
cognate [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176066 

jC-atXP112C126O20T7al 

BLASTX 

g3021274 

411 

7.0e-40 

162 

58 

(AL022347) serine/threonine kinase 
[Arabidopsis thaliana] 



like protein 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176067 

jC-atXP112C126022T7d2 

BLASTX 

g4056506 

304 

6.0e-33 

152 
47 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176068 

jC-atXP112C127B8T7al 

BLASTN 

g3150395 

359 

0. 0e+00 

552 

91 

Arabidopsis thaliana chromosome II BAC T9D9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176069 

jC-atXP112C127K6T7al 

BLASTN 

g2462264 

54 

4.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



176070 



24300 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP112C127K6T7d2 

BLASTX 

g4218122 

183 

2.0e-13 

69 
55 

(AL035353) 



putative protein [Arabidopsis thaliana] 



176071 

jC-atXP112C127L23T7al 

BLASTX 

g!34940 

223 

7.0e-18 

70 
63 

THIAZOLE BIOSYNTHETIC ENZYME (STRESS-INDUCIBLE PROTEIN 

STI35) >gi_102018_pir A37767 stress-inducible protein 

sti35 - fungus (Fusarium solani) >gi_168162 (M33642) STI35 
protein [Fusarium solani] 

176072 

jC-atXP112C127L23T7d2 

BLASTX 

gl351122 

912 

1.0e-98 

216 

82 

THIAZOLE BIOSYNTHETIC ENZYME (STRESS-INDUCIBLE PROTEIN 

STI35) >gi_280494_pir B37767 stress-inducible protein 

sti35 - fungus (Fusarium oxysporum) >gi_168164 (M33643) 
STI35 protein [Fusarium oxysporum] 

176073 

jC-atXP112C127M17T7al 

BLASTX 

g4006943 

782 

2.0e-83 

159 

93 

(AJ131392) alternative oxidase [Arabidopsis thaliana] 
176074 

jC-atXP112C127M17T7d2 

BLASTX 

g3915639 

771 

7.0e-96 

209 
85 

ALTERNATIVE OXIDASE 1A PRECURSOR >gi_250 608 3_db j _BAA22 625_ 
(D89875) alternative oxidase [Arabidopsis thaliana] 



Seq. No. 



176075 



24301 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP112C127N18T7al 

BLASTX 

g3451068 

406 

3.0e-39 

164 

59 

(AL031326) 



putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



176076 

jC-atXP112C127N23T7d2 

BLASTX 

g3914425 

482 

3.0e-48 

96 

95 

PROTEASOME EPSILON CHAIN PRECURSOR (MACROPAIN EPSILON 
CHAIN) (MULT I CATALYTIC ENDOPEPTI DASE COMPLEX EPSILON CHAIN) 
>gi_2511596_emb_CAA74029.1_ (Y13695) multicatalytic 
endopeptidase complex, proteasome precursor, beta subunit 
[Arabidopsis thaliana] >gi_3421117 (AF043536) 20S 
proteasome beta subunit PBE1 [Arabidopsis thaliana] 

176077 

jC-atXP112C127P3T7al 

BLASTN 

g2739359 

395 

0. 0e+00 

556 

99 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176078 

jC-atXP112C128E16T7al 

BLASTX 

g4468218 

245 

2.0e-20 

93 
51 

(AJ010025) unr-interacting protein [Homo sapiens] 
176079 

jC-atXP112C12 9A4T7d2 

BLASTX 

g4585872 

250 

5.0e-21 

118 
48 

(AC005850) Hypothetical protein [Arabidopsis thaliana] 
176080 

jC-atXP112C12 9CHT7d2 



24302 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3915842 

708 

9.0e-75 

143 

97 

RAS-RELATED PROTEIN RAB11A >gi_2598229_emb_CAA70112_ 
(Y08904) Rabll protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



176081 

jC-atXP112C129D6T7al 

BLASTX 

g3643607 

227 

2.0e-18 

85 

56 

(AC005395) unknown protein [Arabidopsis thaliana] 
176082 

jC-atXP112C12 9D6T7d2 

BLASTX 

g3643607 

162 

1.0e-10 

83 
45 

(AC005395) unknown protein [Arabidopsis thaliana] 



176083 

jC-atXP112C129F5T7al 

BLASTN 

g2462264 

51 

2.0e-19 

55 

98 

Cucumis sativus mRNA 



for patatin-like protein, partial 



176084 

jC-atXP112C129G10T7al 

BLASTN 

g3402695 

63 

2.0e-26 

95 

92 

Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176085 

jC-atXP112C129G21T7d2 

BLASTN 

g2689438 

528 

0.0e+00 
613 



24303 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Arabidopsis thaliana BAC F2401 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

176086 

jC-atXP112C129HllT7d2 

BLASTX 

g3929364 

1039 

1.0e-113 

216 
94 

NADH-UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR 

(COMPLEX I-23KD) (CI-23KD) >gi_1076356_pir S52380 NADH 

dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi_666977_emb_CAA59061_ (X84318) NADH dehydrogenase 
[Arabidopsis thaliana] >gi__3152573 (AC002986) Match to 
NADH: ubiquinone oxidoreductase gb_X84318 from A. thaliana. 
ESTs gb_Z27005 / gb_T04711, gb_T45078 and gb__Z28689 come 
from this gene. [Arabidopsis thaliana] 

176087 

jC-atXP112C129N2T7d2 

BLASTN 

gl785673 

268 

1.0e-149 

428 

91 

A. thaliana mitochondrial genome, part A 
176088 

jC-atXP112C129P12T7al 

BLASTN 

g2245031 

513 

0.0e+00 

537 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



176089 

jC-atXP112C129P9T7al 

BLASTX 

g99735 

448 

3.0e-44 

158 

68 

L-ascorbate peroxidase 



(EC 1.11.1.11) precursor - 



Arabidopsis thaliana (fragment) 
176090 

jC-atXP112C130BlT7al 

BLASTX 

g322618 



24304 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203 

2.0e-15 

38 
92 

Ul snRNP 70K protein 



Arabidopsis thaliana (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



176091 

jC-atXP112C130BlT7d2 

BLASTX 

g2129740 

321 

3.0e-29 

61 

98 

small nuclear ribonucleoprotein - Arabidopsis thaliana 

>gi_2129756_pir S71411 Ul snRNP 70K protein - Arabidopsis 

thaliana >gi_1255711 (M93439) small nuclear 
ribonucleoprotein [Arabidopsis thaliana] >gi_1354 4 6 9 
(U52909) Ul snRNP 70K protein [Arabidopsis thaliana] 

176092 

jC-atXP112C130O14T7al 

BLASTN 

g2462264 

51 

2.0e-19 

51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176093 

jC-atXP112C131B9T7d2 

BLASTX 

gll5385 

813 

6.0e-87 

215 
78 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

176094 

jC-atXP112C131G18T7d2 

BLASTN 

g3335356 

131 

4.0e-67 

444 

96 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176095 

jC-atXP112C131I4T7al 

BLASTN 

g3212846 



24305 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



241 

1.0e-133 

545 

91 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176096 

jC-atXP112C131I4T7d2 

BLASTN 

g3212846 

263 

1.0e-146 

593 
97 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176097 

jC-atXP112C132D16T7al 

BLASTX 

gl710424 

605 

1.0e-62 

135 " 
90 

SOS RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR (CL21) 

>gi_2129718_pir S71282 ribosomal protein L21 - Arabidopsis 

thaliana >gi_114 957 3_emb_CAA8 9887_ (Z49787) chloroplast 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 

176098 

jC-atXP112C132D16T7d2 

BLASTX 

gl710424 

807 

2.0e-86 

193 

85 

50S RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR (CL21) 

>gi_2129718_pir S71282 ribosomal protein L21 - Arabidopsis 

thaliana >gi_114 9573_emb_CAA89887_ (Z49787) chloroplast 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 

176099 

jC-atXP112C132E21T7al 

BLASTN 

g3335356 

60 

9.0e-25 

152 

86 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



176100 

jC-atXP112C132G2T7al 



24306 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2655008 

251 

4.0e-21 

130 
44 

(AF017144) 
esculentum] 



(1-4) -beta-mannan endohydrolase [Lycopersicon 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



176101 

jC-atXP113C105L6T7013al 

BLASTN 

g4589440 

70 

6.0e-31 

110 

91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSD21, complete sequence 

176102 

jC-atXP113C125C9T7 021a2 

BLASTN 

g4115370 

178 

3.0e-95 

422 
86 

Arabidopsis thaliana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176103 

jC-atXP113C132J10T7009a2 

BLASTN 

g2462264 

50 

8.0e-19 

50 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176104 

jC-atXP113C132J12T7017a2 

BLASTN 

g2462264 

41 

2.0e-13 

41 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176105 

jC-atXP113C132J6T7001al 

BLASTN 

g2462264 

40 

4.0e-13 



24307 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 
94 

Cucumis sativus mRNA for patatin-like protein, -partial 
176106 

jC-atXP113C132J6T7001a2 

BLASTN 

g2462264 

44 

3.0e-15 

44 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176107 

jC-atXP113C132L18T7041al 

BLASTN 

g2462264 

45 

5.0e-16 

53 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
176108 

jC-atXP113C132M14T704 9a2 

BLASTN 

g2462264 

48 

2.0e-17 

52 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176109 

jC-atXP113C132M21T7057al 

BLASTN 

g2462264 

37 

3.0e-ll 

41 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176110 

jC-atXP113C132M21T7057a2 

BLASTX 

g4758340 

213 

8.0e-17 

88 
48 

phenylalanine-tRNA synthetase-like >gi_2102679 (U07424) 
putative tRNA synthetase-like protein [Homo sapiens] 
>gi_4104 935_gb_AAD02221_ (AF04234 7) putative 
phenylalanyl-tRNA synthetase alpha-subunit ; PheHA [Homo 
sapiens] 



24308 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



176111 

jC-atXP113C132O13T7073al 

BLASTN 

g531828 

41 

9.0e-14 

41 
100 

Cloning vector pSportl, complete cds 
176112 

jC-atXP113C132O7T7065al 

BLASTN 

gl732518 

48 

7.0e-18 

160 

84 

Arabidopsis thaliana RholPs homolog mRNA, complete cds 
176113 

jC-atXP113C132P9T7081al 

BLASTN 

g2462264 

47 

3,0e-17 

55 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176114 

jC-atXP113C132P9T7081a2 

BLASTN 

g598848 

47 

5.0e-17 

55 
96 

Human HepG2 3' region Mbol cDNA, clone hmd4hl2m3 
176115 

jC-atXP113C133J2T7050a2 

BLASTN 

g2290120 

53 

1.0e-20 

65 
95 

HIV-1 strain M02 from USA f envelope glycoprotein (env) 
gene, partial cds 

176116 

jC-atXP113C133L7T7 019a2 

BLASTN 

g2462264 

56 



24309 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176117 

jC-atXP113C133M13T7035a2 

BLASTN 

g2462264 

40 

1.0e-12 

44 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176118 

jC-atXP113C133M14T7043a2 

BLASTN 

g2462264 

50 

7.0e-19 

54 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176119 

jC-atXP113C133M20T7051a2 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176120 

jC-atXP113C133M6T7027a2 

BLASTX 

g2961357 

145 

8.0e-09 
117 

32 

(AL022140) putative protein [Arabidopsis thaliana] 
176121 

jC-atXP113C133NHT7059a2 

BLASTN 

g2462264 

55 

1.0e-21 

55 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176122 

jC-atXP113C133N20T7dl 



24310 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4589437 

206 

1.0e-112 

342 
92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MPN9, complete sequence 



Qprr Nd 

k_? ~ • L v \s • 


176123 


Seq. ID 


jC-atXP113C133O15T7091a2 


Method 


BLASTN 


NCBI GI 


g598848 


BLAST score 


55 


E value 


7.0e-22 


M^i i~ Vi 1 on rri~ V) 

L id L-^ll JL CI iy Uii 


63 




97 


INL^-DX UcoOIipLlUil 


Human Hpnfi? ^ 1 rprri nn MtooT rDNA 


o e q . no. 


X / U X __, *i 


beq. ijj 


J ^ aLAriiJ^ijjv'si /uoodx 


riy CilVJvJL 


RT.A^TN 
j_)XirTtO i. l\ 


INUdi VjX 


rr9 9 64 ^1 ft 


BLAST score 


37 


E value 


2.0e-ll 


naicn lenytn 


77 


% identity 


O 1 


nlbi uescnpiion 


iliaDluOpSlS I-lia.XXd.ria. yellUIUXC ULNi-i 




MTTP94 rrmrrilptp ^pfmpncp r Arahi d( 


o e q • ln o . 


X / DiZ J 


OC^» X U 


iC-atXP113C133O4T7 083a2 




RT.A^ITN 
OXiraO J. LN 


NCBI GI 


g598848 


BLAST score 


34 


J_j va± U.c 


2 . Oe-09 


i v ia T_.cn xenyuu 








NTPRT Dp^pfi nt" i nn 

JLN ^ ID X J_> C O J — L U J- ^ 1 1 


Human Hpf>G2 3 1 reaion Mbol cDNA, 


oeq. in o * 


i 7^1 Of; 

X r 


Sea ID 


jC-atXP113C133P12T7 012a2 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


56 


E value 


2.0e-22 


Match length 


64 


% identity 


97 


NCBI Description 


Cloning vector pSportl, complete 


Seq. No. 


176127 


Seq. ID 


jC-atXP113C134H20T7 058a2 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


48 


E value 


1.0e-17 


Match length 


48 



clone hmd4hl2m3 



24311 



% identity 100 

NCBI Description Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



176128 

jC-atXP113C134I5T7066a2 

BLASTN 

g4589437 

278 

1.0e-155 

484 
91 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MPN9, complete sequence 

176129 

jC-atXP113C134L6T7082a2 

BLASTN 

g2462264 

48 

1.0e-17 

52 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176130 

jC-atXP113C134M18T7020al 

BLASTN 

g531828 

39 

1.0e-12 

54 
95 

Cloning vector pSportl, complete cds 
176131 

jC-atXP113C134M21T7028al 

BLASTN 

g2462264 

45 

5.0e-16 

49 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176132 

jC-atXP113C134M21T7028a2 

BLASTN 

g2462264 

54 

2.0e-21 

58 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176133 

jC-atXP113C134N12T7 036a2 
BLASTN 



24312 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2462264 
53 

1.0e-20 

53 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176134 

jC-atXP113C134O13T7052al 

BLASTN 

g2462264 

48 

9.0e-18 

52 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176135 

jC-atXP113C134O9T704 4al 

BLASTN 

g2252823 

87 

4.0e-41 

268 
89 

Arabidopsis thaliana BAC IG005I10 
176136 

jC-atXP113C134O9T704 4a2 

BLASTX 

g2252840 

423 

2.0e-41 

124 

72 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 

176137 

jC-atXP113C135C12T7084a2 

BLASTN 

g2462264 

45 

1.0e-15 

45 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176138 

jC-atXP113C135C14T7092a2 

BLASTN 

g598848 

44 

4.0e-15 

52 
96 

Human HepG2 3 T region Mbol cDNA, clone hmd4hl2m3 



24313 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176139 

jC-atXP113C21706T7dl 

BLASTN 

g2980757 

95 

6.0e-46 

305 
90 

Arabidopsis thaliana DNA chromosome 4, BAC clone F6I18 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176140 

jC-atXP113C220J17T7053al 

BLASTN 

g4159708 

71 

l.Qe-31 

129 
92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MKP6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176141 

jC-atXP113C221P16T7022a2 

BLASTN 

g3337347 

493 

0. 0e+00 

513 

99 

Arabidopsis thaliana chromosome II BAC F13P17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176142 

jC-atXP113C221P7T7014al 

BLASTN 

gl655481 

100 

8.0e-49 

174 

97 

Arabidopsis thaliana mRNA for delta subunit of 
mitochondrial Fl-ATPase, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176143 

jC-atXP113C221P7T7014a2 

BLASTX 

g3334124 

90 

3.0e-30 

94 

83 

ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR 
(OLIGOMYCIN SENSITIVITY CONFERRAL PROTEIN) (OSCP) 
>gi_1655482_dbj_BAA13600_ (D88375) delta subunit of 
mitochondrial Fl-ATPase [Arabidopsis thaliana] 



24314 



Seq. No. 

Seq_. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176144 

jOatXP113C222P9T7085al 

BLASTN 

g2244829 

101 

2.0e-49 

353 
82 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176145 

jC-atXP113C228B18T708 6al 

BLASTN 

g2462264 

46 

1.0e-16 

54 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176146 

jC-atXP113C228F24T7094a2 

BLASTN 

g2462264 

35 

8.0e-10 

43 
95 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176147 

jC-atXP113C228L18T7047al 

BLASTX 

g3953473 

604 

9.0e-63 

120 
99 

(AC002328) F2202.18 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176148 

jC-atXP113C228M2T7015a2 

BLASTN 

g2462264 

49 

3.0e-18 

52 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



176149 

jC-atXP113C228M9T7023al 

BLASTN 

g2290120 

51 



24315 



E value 
Match length 
% " identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



1.0e-19 

58 
98 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



176150 

jC-atXP113C228M9T7023a2 

BLASTN 

g2290120 

56 

2.0e-22 

63 
98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

176151 

jC-atXP113C229A8T7063a2 

BLASTN 

g2462264 

51 

8.0e-20 

55 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176152 

jC-atXP113C22 9B3T7 04 8al 

BLASTX 

g2924784 

172 

4.0e-12 

63 

51 

(AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 

176153 

jC-atXP113C229B3T7 04 8a2 

BLASTN 

g2924768 

94 

4.0e-45 

226 
85 

Arabidopsis thaliana chromosome II BAC F25I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176154 

jC-atXP113C22 9C8T7 05 6a2 

BLASTN 

g2462264 

46 

3.0e-16 

50 
98 



24316 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176155 

jC-atXP113C229D9T7072al 

BLASTN 

g4589437 

45 

5.0e-16 

257 
83 

Arabidopsis thaliana genomic DNA, chromosome 3, Pi clone: 
MPN9, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176156 

jC-atXP113C229D9T7072a2 

BLASTN 

g2462264 

51 

2.0e-19 

55 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176157 

jC-atXP113C229E14T7080al 

BLASTN 

g2462264 

38 

7.0e-12 

54 

93 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176158 

jC-atXP113C22 9E14T7 080a2 

BLASTN 

g540252 

42 

2.0e-14 

50 

96 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176159 

jC-atXP113C229E21T7 096al 

BLASTX 

g2924784 

398 

1.0e-38 

94 
79 

(AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



176160 

jC-atXP113C229E21T7dl 
BLASTX 



24317 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2117612 
266 

7.0e-24 

64 
78 

catalase (EC 1.11.1.6) 



Arabidopsis thaliana 



176161 

jC-atXP113C230A10T707 9a2 

BLASTN 

g2924768 

72 

9.0e-32 

193 

91 

Arabidopsis thaliana chromosome II BAC F25I18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176162 

jC-atXP113C230D16T7087al 

BLASTN 

g2924733 

72 

4.0e-32 

228 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUF9, complete sequence [Arabidopsis thaliana] 

176163 

jC-atXP113C230D16T7087a2 

BLASTN 

g2462264 

46 

2.0e-16 

54 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
176164 

jC-atXP113C230D23T7095a2 

BLASTN 

g2290120 

57 

5.0e-23 

65 

97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

176165 

jC-atXP113C230I4T7008a2 

BLASTN 

g2462264 

56 

2.0e-22 
56 



24318 



# 



% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Cucumis sativus mRNA for patatin-like protein, partial 
176166 

jC-atXP113C230J24T7016al 

BLASTX 

g2924784 

324 

5.0e-30 

82 

73 

(AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 

176167 

jC-atXP113C230K22T7024al 

BLASTN 

g540252 

37 

2.0e-ll 

41 
98 

Cloning vector pSVSportl beta- lactamase gene, complete cds 
176168 

jC-atXP113C230K22T7 024a2 

BLASTX 

g2924784 

307 

1.0e-27 

111 

62 

(AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 

176169 

jC-atXP114C230O23T7sl 

BLASTX 

g3982576 

280 

5.0e-25 

67 

85 

(AF023140) imidazoleglycerol phosphate dehydratase [Thlaspi 
goesingense] 

176170 

jC-atXP114C231L24T7sl 

BLASTN 

g2760170 

248 

1.0e-137 

432 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MI024, complete sequence [Arabidopsis thaliana] 



24319 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



F20D10 



176171 

jC-atXP114C231M17T7sl 

BLASTN 

g4467094 

78 

3.0e-36 

114 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 

176172 

jC-atXP114C232A14T7sl 

BLASTN 

g3193311 

434 

0.0e+00 

442 

100 

Arabidopsis thaliana BAC F6N15 



176173 

jC-atXP115C116J22T707 9dl 

BLASTN 

g2656031 

392 

0.0e+00 

655 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176174 

jC-atXP115C117LlOT7095dl 

BLASTX 

gl66834 

813 

5.0e-87 

158 

99 

(M8 6720) ribulose bisphosphate carboxylase/oxygenase 
activase [Arabidopsis thaliana] >gi_2642155 (AC003000) 
Rubisco activase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176175 

jC-atXP115C119L5T7071dl 

BLASTX 

g585536 

1124 

1.0e-123 

221 
95 

MYROSINASE PRECURSOR (SINIGRINASE) (THIOGLUCOSIDASE) 

>gi_136200 6_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA557 86_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 



24320 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176176 

jC-atXP115C24 4I24T7025dl 

BLASTN 

g2343110 

35 

1.0e-09 

35 
100 

Homo sapiens monocyte /macrophage Ig-related receptor MIR-10 
{MIR cl-10) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176177 

jC-atXP115C24 6O13T7042dl 

BLASTX 

g2661422 

566 

4.0e-58 

214 

58 

(AJ001342) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] >gi_3096936__emb_CAA1884 6 . 1_ 
(AL023094) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176178 

jC-atXP115C247H12T7057dl 

BLASTN 

g2342673 

127 

1.0e-64 

633 
91 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176179 

jC-atXP115C247L4T7081dl 

BLASTX 

g2795806 

448 

6.0e-56 

160 

73 

(AC003674) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176180 

jC-atXP115C247MlT7sl 

BLASTN 

g634002 

44 

4.0e-16 

56 

95 

A. thaliana mRNA for acyl-(acyl carrier protein) 
thioesterase 



24321 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176181 

jC-atXP115C248I23T7028dl 

BLASTN 

g4678371 

89 

5.0e-42 

433 

83 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone T6G15 



176182 

jC-atXP115C248I6T7sl 

BLASTN 

g2459406 

114 

2.0e-57 

210 

91 

Arabidopsis thaliana chromosome II BAC F4P9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176183 

jC-atXP115C248019T7sl 

BLASTX 

g3834314 

486 

3.0e-49 

94 
100 

(AC00567 9) Similar to gene piOlO glycosyltransf erase 
gi_22574 90 from S. pombe clone 1750 gb_AB004534. ESTs 
gb_T4 607 9 and gb_AA394 4 66 come from this gene* [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176184 

jC-atXP115C24 8O20T7sl 

BLASTX 

g4587535 

110 

6.0e-05 

111 

27 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. EST gb_R29935 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176185 

jC-atXP115C24 802T7sl 

BLASTN 

g3269280 

161 

1.0e-85 

221 
93 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
(ESSAII project) 



24322 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176186 

jC-atXP115C24 9C20T7058dl 

BLASTX 

g2117937 

45 

7.0e-14 

210 
28 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2.7.7.9) 
barley >gi_1212996_emb_CAA6268 9_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176187 

jC-atXP115C24 9G23T7066dl 

BLASTX 

g3256075 

181 

4.0e-32 

137 

64 

(Y14070) Heat Shock Protein 17. 6A [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176188 

jC-atXP115C24 9N15T7030dl 

BLASTX 

g4587542 

188 

9.0e-14 

178 

23 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. ESTs gb_T45815, gb_T45130 and 
gb_Z3804 6 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176189 

jC-atXP115C249015T7sl 

BLAST N 

g3985934 

95 

2.0e-46 

147 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJE7 , complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176190 

jC-atXP115C250F5T7dl 

BLASTX 

g2911040 

62 

2.0e-69 

148 
93 

(AL021961) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



24323 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176191 

jC-atXP115C250H2T7dl 

BLASTX 

g3377817 

216 

1.0e-29 

78 

80 

(AF076275) contains similarity to C3HC4-type zinc fingers 
(Pfam: zf-C3HC4 . hmm, score: 29.48) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176192 

jC-atXP115C251AHT7062dl 

BLASTX 

g4490750 

859 

1.0e-103 

207 

97 

(AL035708) GTP-binding protein GB3 [Arabidopsis thaliana] 
176193 

jC-atXP115C251B22T7070dl 

BLASTX 

g585536 

113 

1.0e-32 

165 
53 

MYROSINASE PRECURSOR ( SINIGRINASE ) (THIOGLUCOSIDASE) 

>gi_1362006_pir S56653 thioglucosidase (EC 3.2.3.1) - 

Arabidopsis thaliana >gi_304115 (L11454) thioglucosidase 
[Arabidopsis thaliana] >gi_871990_emb_CAA55786_ (X79194) 
thioglucosidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
■Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 



176194 

jC-atXP115C251B22T7sl 

BLASTX 

g4154352 

184 

1.0e-13 

105 
38 

(AF110333) PrMC3 [Pinus radiata] 
176195 

jC-atXP115C251M20T7dl 

BLASTN 

g3193282 

234 

1.0e-129 

2 62 

97 

Arabidopsis thaliana BAC T14P8 
176196 

jC-atXP116C126NHT7sl 



24324 



Method 

NCBI GI , 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g3193316 

261 

1.0e-22 

71 

77 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



176197 

jC-atXP116C135F22T7sl 

BLASTN 

g4063706 

124 

2.0e-63 

228 

89 

Arabidopsis thaliana extensin-like protein 
complete cds 



(ELP) mRNA, 



176198 

jC-atXP116C136H5T7sl 

BLASTX 

g4678384 

435 

4.0e-43 

100 
86 

(AL049656) putative protein [Arabidopsis thaliana] 
176199 

jC-atXP116C139F17T7sl 

BLASTN 

g4587677 

93 

1.0e-44 

169 

89 

Arabidopsis thaliana chromosome II BAC T22C12 genomic 
sequence, complete sequence 

176200 

jC-atXP116C139J5T7sl 

BLASTN 

g2660661 

48 

2.0e-18 

88 
72 

Arabidopsis thaliana chromosome V BAC T19K24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176201 

jC-atXP117C139P15T7al 

BLASTN 

g2462264 

53 



24325 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-20 

57 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176202 

jC-atXP117C14 0D2T7al 

BLASTN 

g4678371 

166 

5.0e-88 

477 
85 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6G15 
(ESSA project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



176203 

jC-atXP117C140E24T7al 

BLASTX 

g3046700 

66 

5.0e-76 

161 
85 

(AJ005261) cytidine deaminase [Arabidopsis thaliana] 
>gi_3093276_emb_CAA06671_ (AJ005687) cytidine deaminase 
[Arabidopsis thaliana] >gi_4191787 (AC005917) putative 
cytidine deaminase [Arabidopsis thaliana] 

176204 

jC-atXP117C14 0F17T7al 

BLASTN 

g391602 

68 

2.0e-29 

351 

84 

Arabidopsis thaliana ATPK12D mRNA for casein kinase II 
catalytic subunit, complete cds 

176205 

jC-atXP117C14 0F6T7al 

BLASTX 

g3269301 

269 

2.0e-23 

98 
59 

(AL030978) putative protein [Arabidopsis thaliana] 
176206 

jC-atXP117C14 0I17T7al 

BLASTX 

g2739375 

51 

3.0e-18 

89 



24326 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



63 

(AC002505) unknown protein [Arabidopsis thaliana] 
176207 

jC-atXP117C14 0KllT7al 

BLASTN 

g2462264 

48 

1.0e-17 

48 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176208 

jC-atXP117C140L8T7al 

BLASTN 

g2924652 

51 

2.0e-19 

167 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9L2, complete sequence [Arabidopsis thaliana] 

176209 

jC-atXP117C14 0L8T7dl 

BLASTN 

g2924652 

55 

2.0e-22 

114 

60 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9L2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176210 

jC-atXP117C140M22T7al 

BLASTN 

g540252 

39 

3.0e-12 

51 
94 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
17 6211 

jC-atXP117C140M22T7dl 

BLASTN 

g4589428 

52 

9.0e-21 

117 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFH8, complete sequence 



Seq. No. 



176212 



24327 



Seq. ID 

Method 

NCBI GI 

BLAST score 

-E value 

Match length 

% identity 

NCBI Description 



jC-atXP117C141C4T7al 

BLAST N 

g2290120 

53 

1.0e-20 

64 

97 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



176213 

jC-atXP117C141E21T7al 

BLASTN 

g2462264 

57 

5.0e-23 

57 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176214 

jC-atXP117C141E22T7al 

BLASTN 

g4490291 

150 

2.0e-78 

463 

86 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 



176215 

jC-atXP117C141F24T7dl 

BLASTN 

g2244901 

107 

2.0e-53 

148 

93 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



176216 

jC-atXP117C141HHT7al 

BLASTN 

g2462264 

43 

1.0e-14 

55 

95 

Cucumis sativus mRNA for patatin-like protein, partial 
176217 

jC-atXP117C141H17T7al 

BLASTX 

g4006934 

389 



24328 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-37 

99 
77 

(AJ012571) glutathione transferase [Arabidopsis thaliana] 
176218 

jC-atXP117C141H3T7al 

BLASTX 

gl709535 

199 

4.0e-44 

104 

88 

DELTA 1 -PYRROL INE- 5 -CARBOXYLATE SYNTHETASE B (P5CS B) 
[CONTAINS: GLUTAMATE 5-KINASE (GAMMA- GLUTAMYL KINASE) (GKJ ; 
GAMMA-GLUTAMYL PHOSPHATE REDUCTASE (GPR) 
(GLUTAMATE- 5 -SEMIALDEHYDE DEHYDROGENASE) 
( GLUT AMYL-GAMMA-S EMI ALDE. . . >gi_8 8738 8_emb_CAA60447_ 
(X8 6778) pyrroline-5-carboxylate synthetase B [Arabidopsis 
thaliana] >giJL669658_emb_CAA70527_ (Y09355) 
pyrroline-5-carboxlyate synthetase [Arabidopsis thaliana] 

176219 

jC-atXP117C141I10T7al 

BLASTN 

g2462264 

57 

6.0e-23 

57 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176220 

jC-atXP117C141I22T7al 

BLASTX 

gl730512 

431 

2.0e-42 

153 
64 

PHOSPHOGLYCERATE KINASE, CHLOROPLAST 

>gi_2129669_pir S71368 phosphoglycerate kinase - 

Arabidopsis thaliana (fragment) >gi_1022805 (U37701) 
phosphoglycerate kinase [Arabidopsis thaliana] 

176221 

jC-atXP117C141K5T7dl 

BLASTN 

g4371278 

97 

3.0e-47 

238 
84 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



176222 



24329 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



jC-atXP117C141L4T7dl 

BLASTN 

g3985949 

149 

2.0e-78 

170 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MOB24, complete sequence [Arabidopsis thaliana] 



PI clone 



176223 

jC-atXP117C141M13T7al 

BLASTX 

g4539343 

198 

6.0e-15 

108 

46 

(AL035539) putative protein [Arabidopsis thaliana] 
176224 

jC-atXP117C142B9T7al 

BLASTN 

g53182a 

45 

1.0e-15 

53 
96 

Cloning vector pSportl, complete cds 
176225 

jC-atXP117C142F15T7al 

BLASTX 

g629592 

249 

6.0e-21 

114 
46 

hypothetical protein - rape 
176226 

jC-atXP117C142F2T7al 

BLASTX 

g4539459 

270 

2.0e-23 

111 

47 

(AL04 9500) putative protein [Arabidopsis thaliana] 
176227 

jC-atXP117C143A21T7al 

BLASTX 

g3510254 

502 

2.0e-54 
154 



24330 



# 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



82 

(AC005310) putative zinc transporter [Arabidopsis thaliana] 
176228 

jC-atXP117C143A6T7al 

BLASTN 

g2462264 

42 

4.0e-14 

54 
94 

Cucumis sativus mRNA for patatin-like protein, partial 
176229 

jC-atXP118C142N22T7 035al 

BLASTN 

g3927822 

667 

0.0e+00 

675 

100 

Arabidopsis thaliana chromosome II BAC F8N16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176230 

jC-atXP118C143C23T7033al 

BLASTN 

g2462264 

52 

2.0e-20 

56 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176231 

jC-atXP118C143D19T7057al 

BLASTN 

g2462264 

54 

3.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176232 

jC-atXP118C14 3D3T7041al 

BLASTN 

g2462264 

56 

3.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176233 

jC-atXP118C14 3E9T7 081d2 
BLASTX 



24331 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E~ value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



gl542941 
352 

5.0e-33 

81 

79 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 
176234 

jC-atXP118C143N16T7019d2 

BLASTX 

g3005587 

99 

4.0e-03 

349 
5 

(AF048977) Ser/Arg-related nuclear matrix protein [Homo 
sapiens] 

176235 

jC-atXP118C14 4B4T7083al 

BLASTN 

g2290120 

51 

2.0e-19 

67 

96 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

176236 

jC-atXP118C14 4B4T7083d2 

BLASTX 

gl542941 

352 

5.0e-33 

81 

79 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 
176237 , 

jC-atXP118C144G12T7045al 

BLASTX 

g2245125 

144 

1.0e-08 

62 
50 

(Z97343) hypothetical protein [Arabidopsis thaliana] 
176238 

jC-atXP118C144J15T7093d2 

BLASTN 

g3941523 

40 

9.0e-13 

40 

100 



24332 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

176239 

jC-atXP118C145G4T7 068d2 

BLASTX 

gl32090 

83 

1.0e-36 

180 
50 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN IB PRECURSOR 

(RUBISCO SMALL SUBUNIT IB) >gi_68062_pir RKMUB1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Bl precursor - Arabidopsis thaliana >gi_16193_emb_CAA32700_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176240 

jC-atXP118C14 6A8T7 043al 

BLASTN 

g2462264 

48 

6.0e-18 

52 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176241 

jC-atXP118C14 6A8T704 3d2 

BLASTN 

gl848276 

39 

3.0e-12 

39 

100 

Human telomerase-associated protein TP-1 mRNA, complete cds 
176242 

jC-atXP118C14 6D3T7059d2 

BLASTN 

g2264320 

30 

1.0e-06 

100 
42 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI10, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176243 

jC-atXP118C155D24T7 023al 

BLASTN 

g3399678 

116 

4.0e-58 

371 
81 



24333 



NCBI Description Arabidopsis thaliana chromosome 1 BAC F13M7 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176244 

jC-atXP118C155H23T7048al 

BLASTN 

g2462264 

57 

6.0e-23 

57 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176245 

jC-atXP118C155H23T7048d2 

BLASTX 

g2385344 

1101 

1.0e-121 

223 
97 

(Y14567) sigma factorB [Arabidopsis thaliana] 
176246 

jC-atXP119C155P20T7033al 

BLASTN 

g2979540 

348 

0.0e+00 

496 

93 

Arabidopsis thaliana chromosome II BAC F17K2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176247 

jC-atXP119C156D23T7002al 

BLASTX 

g346312 

76 

1.8e+00 

304 
18 

profilaggrin - human 
prof ilaggrin 



(fragment) 
[Homo sapiens] 



>gi__553621 (L01089) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176248 

jC-atXP119C156E12T7018al 

BLASTX 

g2454184 

207 

7.0e-16 

91 

53 

(TJ80186) pyruvate dehydrogenase El beta subunit 
[Arabidopsis thaliana] 



Seq. No. 



176249 



24334 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP119C156E20T7034al 

BLASTN 

g4263694 

50 

1.0e-18 

105 
92 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176250 

jC-atXP119C156l9T7065al 

BLASTX 

g3033385 

263 

1.0e-22 

111 

57 

(AC004238) similar to Human XE169 protein (escapes 
X-chromosome inactivation) [Arabidopsis thaliana] 

176251 

jC-atXP119C166ElT7035al 

BLASTN 

gl6192 

42 

8.0e-14 

74 

91 

A. thaliana atslB, ats2B and ats3B gene for 

ribulose-1, 5-biphosphate carboxylase small subunit (rbcS) 

(EC 4.1.1.39) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176252 

jC-atXP119C166H22T7040al 

BLASTN 

g2462264 

41 

1.0e-13 

41 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176253 

jC-atXP119C166H2T7067al 

BLASTX 

g629562 

771 

4.0e-82 

147 

99 

sulfate adenylyltransf erase (EC 2.7.7.4) - Arabidopsis 
thaliana >gi_2129743_pir S68024 sulfate 

adenylyltransf erase (EC 2.7.7.4) precursor (clone APS2) - 
Arabidopsis thaliana >gi_487404_emb_CAA55799_ (X79210) 
sulfate adenylyltransf erase [Arabidopsis thaliana] 
>gi_1228104 (U06276) ATP sulfurylase [Arabidopsis thaliana] 



24335 



>gi_1378028 (U40715) ATP sulfurylase precursor [Arabidopsis 
thaliana] >gi_1575324 (U59737) ATP sulfurylase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
. % identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176254 

jC-atXP119C166I6T7048al 

BLASTN 

g4519194 

35 

6.0e-10 

90 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHM17 , complete sequence 

176255 

jC-atXP119C166K17T7080al 

BLASTX 

g2347098 

276 

5.0e-24 

105 
63 

(U76845) ubiquitin-specif ic protease [Arabidopsis thaliana] 
>gi_4490742_emb_CAB38904..1_ (AL035708) ubiquitin-specif ic 
protease (AtUBP3) [Arabidopsis thaliana] 

176256 

jC-atXP119C166L18T7 088al 

BLASTX 

g4558664 

197 

9.0e-15 

104 

38 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
176257 

jC-atXP119C193G18T7012al 

BLASTX 

g2961352 

510 

1.0e-51 

147 

75 

(AL022140) putative protein [Arabidopsis thaliana] 
176258 

jC-atXP119C194G20T7091al 

BLASTN 

g2290120 

54 

3.0e-21 

66 

95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



24336 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176259 

jC-atXP119C194O15T7020al 

BLASTN 

g531828 

35 

6.0e-10 

35 
100 

Cloning vector pSportl, complete cds 
176260 

jC-atXP119C196KHT7029al 

BLASTN 

g3128136 

140 

1.0e-72 

216 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K1F13, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176261 

jC-atXP119C196M16T7069al 

BLASTN 

g642161 

53 

1.0e-20 

64 
97 

A. thaliana gene for chloroplast ribosomal protein S13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176262 

jC-atXP119C196M8T7061al 

BLASTX 

g3236242 

251 

2.0e-21 
99 
58 

(AC004684) 
thaliana] 



putative ribosomal protein L36 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176263 

jC-atXP119C196O5T7085al 

BLASTN 

g3168839 

113 

2.0e-56 

351 

84 

Arabidopsis thaliana copper homeostasis factor (CCH) mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 



176264 

jC-atXP119C201D8T7dl 
BLASTN 



24337 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
.E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4263694 
164 

3.0e-87 

201 

100 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176265 

jC-atXP119C206D21T7007al 

BLASTX 

g 4454467 

499 

3.0e-50 

186 

53 

(AC006234) unknown protein [Arabidopsis thaliana] 
176266 

jC-atXP119C2 11014 T7 095al 

BLASTN 

g2462264 

41 

2.0e-13 

49 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
176267 

jC-atXPHC97EHT7sl 

BLASTN 

g2827698 

287 

1.0e-160 

417 
95 

Arabidopsis thaliana DNA chromosome 5, BAC clone F6H11 
(ESSAII project) , , 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



176268 

jC-atXPllC97E18T7005dl 

BLASTN 

g2582640 

44 

2.0e-15 

48 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

176269 

jC-atXPHC97E4T7sl 

BLASTN 

g3868858 

65 

2.0e-28 

108 



24338 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



# • 

95 

Arabidopsis thaliana mRNA for RAV2, complete cds 



176270 

jC-atXPHC97N9T7sl 

BLASTN 

g2262135 

84 

8.0e-40 

152 

89 

Arabidopsis thaliana BAC T10P11 
cM, complete sequence 



from chromosome IV, near 15 



176271 

jC-atXPHC97O20T7027dl 

BLASTN 

g3941523 

36 

1.0e-10 

48 

96 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

176272 

jC-atXPHC97P15T7033dl 

BLASTX 

g3738291 

519 

8.0e-53 

143 

72 

(AC005309) unknown protein [Arabidopsis thaliana] 
176273 

jC-atXPHC97P18T7036dl 

BLASTN 

g3128135 

212 

1.0e-115 

471 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19E1, complete sequence [Arabidopsis thaliana] 

176274 

jC-atXPHC97P9T7 031dl 

BLASTX 

gl695717 

218 

2.0e-48 

154 

71 

(D8 9341) luminal binding protein [Arabidopsis thaliana] 
176275 



24339 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



jC-atXPllC98B4T7039dl 

BLASTX 

g2623304 

619 

1.0e-64 

152 
84 

(AC002409) similar to Medicago nodulin N21 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176276 

jC-atXPHC98B4T7sl 

BLASTN 

g4249393 

368 

0.0e+00 

413 

97 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176277 

jC-atXPHC98D23T7047dl 

BLASTN 

g2342673 

275 

1.0e-153 

325 
97 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176278 

jC-atXPllC98E12T7sl 

BLASTN 

g2341023 

126 

8.0e-65 

166 
94 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



176279 

jC-atXPllC98FlT7051dl 

BLASTX 

g3024434 

209 

1.0e-16 

125 

45 

2 6S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG 
PROTEIN HOMOLOG 1) (TBP-1) >gi_25 64337_dbj 



(TAT-BINDING 
BAA22 951 



(D88663) Tat binding protein 1 [Brassica rapa] 
176280 

jC-atXPHC98G7T7057dl 



24340 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2582640 

39 

2.0e-12 

47 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

176281 

jC-atXPHC98H7T7059dl 

BLASTX 

g4581162 

361 

3.0e-34 

92 
74 

(AC006220) putative symbiosis-related protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176282 

jC-atXPHC98J21T7sl 

BLASTN 

g2656028 

439 

0.0e+00 
479 

97 

Arabidopsis thaliana genomic 
MNF13 



DNA, chromosome 5, PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



176283 

jC-atXPHC98L24T7071dl 

BLASTN 

g2582640 

36 

1.0e-10 

54 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

176284 

jC-atXPHC99A2T7085dl 

BLASTN 

g2262155 

39 

2.0e-12 

253 
87 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 

176285 

jC-atXPllC99B10T7 090dl 

BLASTX 

g4455256 



24341 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



53 

8.0e-10 

87 
48 

(AL035523) protein-methionine-S-oxide reductase 
[Arabidopsis thaliana] 

176286 

jC-atXP121C116F4T7051dl 

BLASTX 

g3834310 

318 

1.0e-41 

135 
73 

(AC005679) Similar to Ubiquitin-conjugating enzyme E2-17 KD 
gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z244 64, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 

176287 

jC-atXP121C117G5T7056dl 

BLASTN 

g2582640 

36 

2.0e-10 

44 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

176288 

jC-atXP121C118A13T7014dl 

BLASTX 

gl23178 

64 

6.0e-57 

202 
60 

HISTIDINOL DEHYDROGENASE , CHLOROPLAST PRECURSOR (HDH) 

>gi_99844_pir A39358 histidinol dehydrogenase (EC 

1.1.1.23) precursor, chloroplast - cabbage >gi_167142 
(M604 66) histidinol dehydrogenase [Brassica oleracea] 

176289 

jC-atXP121C118B12T7054dl 

BLASTN 

g3800746 

40 

7.0e-13 

40 

100 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 



Seq. No. 
Seq. ID 



176290 

jC-atXP121C118B15T7062dl 



24342 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3941523 

39 

3.0e-12 

39 
100 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176291 

jC-atXP121C118B8T704 6dl 

BLASTX 

g2062158 

768 

7.0e-82 

190 

41 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176292 

jC-atXP121C118D4T7023dl 

BLASTX 

g2494175 

143 

2.0e-17 

135 
44 

GLUTAMATE DECARBOXYLASE 
glutamate decarboxylase 



2 (GAD 2) >gi_1184960 (U46665) 
2 [Arabidopsis thaliana] 



>gi_1236619 
thaliana] 



(U4 9937) glutamate decarboxylase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176293 

jC-atXP121C120C10T7055dl 

BLASTN 

g3600045 

129 

6.0e-66 

185 

94 

Arabidopsis thaliana BAC F2P3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176294 

jC-atXP121C12 0E3T7 024dl 

BLASTX 

g544255 

215 

3.0e-17 

135 
44 

ESTERASE E4 PRECURSOR ( CARBOXYLIC-ESTER HYDROLASE) 

>gi_480385_pir S36786 carboxylesterase (EC 3.1.1.1) 

green peach aphid >gi_397511_emb_CAA52648_ (X74554) 
esterase E4 [Myzus persicae] 



E4 - 



Seq. No. 



176295 



24343 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP121C120E8T7040dl 

BLASTX 

g4581856 

258 

7.0e-36 

196 
54 

(AF116825) l-deoxy-D-xylulose-5-phosphate reductoisomerase 
[Mentha x piperita] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176296 

jC-atXP121C125A5T7067dl 

BLASTX 

g4454025 

250 

4.0e-21 

105 
51 

(AL035394) putative cellulase [Arabidopsis thaliana] 
176297 

jC-atXP121C131P20T7061dl 

BLASTN 

g2582640 

40 

7.0e-13 

40 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



176298 

jC-atXP121C131P21T7069dl 

BLASTN 

g881474 

34 

2.0e-09 

38 
97 

Human pephBGT-1 betaine-GABA transporter mRNA, complete cds 
176299 

jC-atXP121C133A23T7034dl 

BLASTN 

g3281847 

39 

2.0e-12 

111 
84 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28M20 
(ESSAII project) 

176300 

jC-atXP121C134D21T7066dl 

BLASTN 

g2582640 

38 



24344 



# 



E value 
Match length 
% identity 
NCBI Description 



1.0e-ll 

38 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176301 

jC-atXP121C134D9T7 058dl 

BLASTN 

g2582640 

39 

3.0e-12 

39 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



176302 

jC-atXP121C134G3T7011dl 

BLASTN 

g3243255 

34 

3.0e-09 

38 

97 

Vigna unguiculata phosphoribosylpyrophosphate 
amidotransf erase (purl) mRNA, complete cds 

176303 

jC-atXP121C135A2T7077dl 

BLASTN 

g2582640 

39 

3.0e-12 

39 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

176304 

jC-atXP121C88F8T7020dl 

BLASTN 

g2582640 

35 

6.0e-10 

35 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

176305 

jC-atXP121C94N21T7052dl 

BLASTN 

g2582640 

38 

1.0e-ll 

38 



24345 



o 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

176306 

jC-atXP121C96C14T7013dl 

BLASTN 

g3449330 

462 

0.0e+00 

589 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDJ14 , complete sequence [Arabidopsis thaliana] 

176307 

jC-atXP121CH2DlT7081dl 

BLASTX 

g4454025 

318 

3.0e-29 

104 
63 

(AL035394) putative cellulase [Arabidopsis thaliana] 
176308 

jC-atXP122C118E4T7042al 

BLASTN 

g531828 

46 

8.0e-17 

50 
98 

Cloning vector pSportl, complete cds 
176309 

jC-atXP122C118G10T7050al 

BLASTX 

g4545231 

531 

6.0e-54 

131 

79 

(AF116243) 
hirsutum] 



RAS-related GTP-binding protein [Gossypium 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176310 

jC-atXP122C120H10T7 005al 

BLASTN 

g2462264 

56 

2.0e-22 

56 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



176311 



24346 



o 



Seq. ID 


jC-atXP122C120H21T7037al 






Method 


BLASTN 






NCBI GI 


g2462264 






BLAST score 


51 






E value 


2 . Oe-19 






Match length. 


51 






% identity 


100 






NCBI Description 


« ULLLL-L O O d 1 L V U.O ILLJaINjTI 1UI ^JCt L, CI 1 LI I 


-In ls~ £^ y\ v /~\ "H a. ~r t~i 


pair i, ia j_ 


Seq. No. 


176312 






Seq. ID 


jC-atXP122C120H2T7084al 






Method 


BLASTN 






NCBI GI 


g2462264 






BLAST score 


57 






E value 


5.0e-23 






Match lencrth 


57 






% identity 


100 






NCBI Description 


Cucuirn ^ sat l vn^ mRNA "For na1"a1"i n- 


■ 1 T IfQ 1"S T~ O "f" Q "1 Tl 
J__L A.t3 j^JXvJLC-Lli/ 


pdX Lidl 


Seq. No. 


176313 






Seq. ID 


jC-atXP122C156J20T7085al 






Method 


BLASTX 






NCBI GI 


g2129740 






BLAST score 


399 






E value 


2.0e-38 






Match length 


123 






% identity 


65 






NCBI Description 


small nuclear ribonucleoprotein - 


Arabidopsis 


thaliana 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



>gi_2129756_pir S71411 Ul snRNP 70K protein - Arabidopsis 

thaliana >gi__1255711 (M93439) small nuclear 
ribonucleoprotein [Arabidopsis thaliana] >gi_13544 69 
(U52909) Ul snRNP 70K protein [Arabidopsis thaliana] 

176314 

jC-atXP122C156M8T7 038al 

BLASTN 

g2564050 

180 

2.0e-96 

487 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUA22, complete sequence [Arabidopsis thaliana] 

176315 

jC-atXP122C156P4T7086al 

BLASTN 

g2462264 

37 

4.0e-ll 

37 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176316 

jC-atXP122C158FlT7071al 
BLASTN 



24347 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



g2275194 
118 

2.0e-59 

277 

96 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176317 

jC-atXP122C159E19T7087al 

BLASTX 

g4538926 

508 

2.0e-51 

111 
91^ 

(AL04 9483) putative phosphatidylserine decarboxylase 
[Arabidopsis thaliana] 

176318 

jC-atXP122C159H19T7024al 

BLASTN 

g3540210 

519 

0. 0e+00 

543 

99 

Arabidopsis thaliana chromosome I BAC F5A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176319 

jC-atXP122C159H24T7dl 

BLASTN 

gl353764 

119 

1.0e-60 

151 
95 

Arabidopsis thaliana profilin 2 and profilin 3 genes, 
complete cds 

176320 

jC-atXP123C117C21T7083al 

BLASTN 

g2462264 

51 

2.0e-19 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176321 

jC-atXP123C117C5T7005al 

BLASTN 

g2462264 

52 

4.0e-20 



24348 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



52 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176322 

jC-atXP123C117C5T7005dl 

BLASTN 

g2462264 

48 

1.0e-17 

52 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176323 

jC-atXP123C117D14T7020al 

BLASTX 

g4512698 

710 

5.0e-75 

140 

97 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
176324 

jC-atXP123C117D21T7028al 

BLASTN 

g2462264 

43 

1.0e-14 

51 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
176325 

jC-atXP123C117D2T7004al 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176326 

jC-atXP123C117N23T7055al 

BLASTN 

g928937 

235 

1.0e-129 

400 

91 

A. thaliana mRNA for ketoconazole resistent protein 
176327 

jC-atXP123C117O24T7008dl 
BLASTN 



24349 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4376087 
192 

1.0e-103 

385 
95 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 

176328 

jC-atXP123C117PHT7032al 

BLASTN 

g3766106 

234 

1.0e-128 

394 

89 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176329 

jC-atXP123C117P13T7040al 

BLASTN 

g2924733 

309 

1.0e-173 

474 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUF9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



176330 

jC-atXP123C117P14T7048al 

BLASTN 

g2462264 

51 

2.0e-19 

51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176331 

jC-atXP123C117P14T7048dl 

BLASTN 

g2462264 

39 

3.0e-12 

50 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
176332 

jC-atXP123C117P18T7064al 

BLASTX 

g3164140 

636 

3.0e-66 
151 



24350 



% identity 

NCBI Description 



82 

(D78605) cytochrome P450 monooxygenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176333 

jC-atXP123C117P5T7016al 

BLASTN 

g3868856 

231 

1.0e-126 

391 

99 

Arabidopsis thaliana mRNA for RAVI, complete cds 
176334 

jC-atXP123C117P5T7016dl 

BLASTX 

g3377808 

460 

1.0e-45 

106 
84 

(AF075597) contains similarity to Nicotiana alata pistil 
extensin-like protein (GB:U45958) [Arabidopsis thaliana] 

176335 

jC-atXP123C117P7T7024al 

BLASTN 

g2832667 

104 

6.0e-51 

273 
86 

Arabidopsis thaliana DNA chromosome 4, BAC clone T10I14 
(ESSAII project) 

176336 

jC-atXP123C118K22T7030dl 

BLASTX 

g4505725 

156 

9.0e-22 

136 

49 

peroxisome biogenesis factor 1 >gi_2655141 (AF026086) 
peroxisome biogenesis disorder protein 1 [Homo sapiens] 
>gi_2827156 (AF030356) peroxisome biogenesis gene 1 [Homo 
sapiens] 

176337 

jC-atXP123C118L9T704 6dl 

BLASTX 

g!208497 

4 7, 

5.0e-13 

141 

37 



24351 



NCBI Description (D38125) EREBP-4 [Nicotiana tabacum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176338 

jC-atXP123C118M10T7023al 

BLASTX 

g3201632 

452 

1.0e-44 

102 
87 

(AC004 669) putative 2A6 protein [Arabidopsis thaliana] 
176339 

jC-atXP123C118M10T7023dl 

BLASTX 

g2997593 

297 

1.0e-26 

106 
55 

(AF020816) glucose-6-phosphate/phosphate-translocator 
precursor [Solanum tuberosum] 

176340 

* jC-atXP123C118M3T7086dl 
BLASTN 
g4585890 
132 

1.0e-67 

413 
93 

Arabidopsis thaliana chromosome II BAC T3G21 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176341 

jC-atXP123C118M9T7015dl 

BLASTX 

g4678338 

43 

4.0e-34 

121 

62 

(AL049658) putative protein [Arabidopsis thaliana] 
176342 

jC-atXP123C119MHT7066al 

BLASTN 

g4539309 

182 

1.0e-97 

388 
96 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19H22 
(ESSA project) 



Seq. No. 
Seq. ID 



176343 

jC-atXP123C119M19T7018dl 



24352 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



BLAST N 

g2828183 

354 

0.0e+00 

519 

93 

Arabidopsis thaliana genomic DNA f chromosome 5, 
MPL12, complete sequence [Arabidopsis thaliana] 



176344 

jC-atXP123C119O23T7082al 

BLASTN 

g2290120 

50 

7.0e-19 

62 
97 

HIV-1 strain M02 from USA, 
gene, partial cds 



PI clone 



envelope glycoprotein (env) 



176345 

jC-atXP123C119P10T7027al 

BLASTN 

g2398530 

211 

1.0e-115 

476 

89 

Arabidopsis thaliana mRNA for Hap5a transcription factor 
176346 

jC-atXP123C119P17T7035al 

BLASTN 

g4006815 

264 

1.0e-146 

541 

94 

Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176347 

jC-atXP123C121A4T7080al 

BLASTN 

g2462264 

47 

6.0e-17 
51 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176348 

jC-atXP124C11807T7dl 

BLASTX 

g3738289 

698 

7.0e-74 



24353 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



145 

(AC005309) Not56-like protein [Arabidopsis thaliana] 
176349 

jC-atXP124C118P17T7dl 

BLASTX 

gl652057 

220 

1.0e-17 

88 
47 

(D90902) hypothetical protein [Synechocystis sp.] 
176350 

jC-atXP124C121B16T7dl 

BLASTN 

g3695372 

170 

7.0e-91 

255 
90 

Arabidopsis thaliana BAC F1104 
176351 

jC-atXP124C121D!T7dl 

BLASTX 

g2244827 

194 

2.0e-15 

49 

47 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
176352 

jC-atXP124C125H21T7dl 

BLASTX 

g2464881 

385 

3.0e-37 

73 
100 

(Z99707) heat shock transcription factor HSF4 [Arabidopsis 
thaliana] >gi_325607 0_emb_CAA7 4398_ (Y14069) Heat Shock 
Factor 4 [Arabidopsis thaliana] 

176353 

jC-atXP125C133F12T7025al 

BLASTN 

g2339977 

153 

1.0e-80 

169 
98 

A. thaliana mRNA for RGA1 gene 



Seq. No. 



176354 



24354 



Seq. ID jC-atXP125C133G10T7033al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 54 

E value 2.0e-21 

Match length 58 

% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176355 

Seq. ID jC-atXP125C133H9T7020al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 51 

E value 2.0e-19 

Match length 51 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176356 

Seq. ID jC-atXP125C134L19T7052al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 56 

E value 2.0e-22 

Match length 56 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176357 

Seq. ID jC-atXP125C136P7T7077al 

Method BLASTX 

NCBI GI g4741940 

BLAST score 188 

E value 9.0e-14 

Match length 84 

% identity 55 

NCBI Description (AF134120) Lhca2 protein [Arabidopsis thaliana] 

Seq. No. 176358 

Seq. ID jC-atXP125C155I23T7018al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 54 

E value 2.0e-21 

Match length 54 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176359 

Seq. ID jC-atXP125C177I16T7082al 

Method BLASTN 

NCBI GI g2290120 

BLAST score 41 

E value 1.0e-13 

Match length 69 

% identity 93 



24355 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

176360 

jC-atXP125C223L18T7076al 

BLAST X 

g4581123 

395 

5.0e-38 

128 
68 

(AC005825) unknown protein [Arabidopsis thaliana] 
176361 

jC-atXP125C230P20T7 005al 

BLASTX 

g4204285 

312 

2.0e-28 

97 

60 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



176362 

jC-atXP125C240K9T7013al 

BLASTN 

g2462264 

54 

3.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176363 

jC-atXP125C241J19T7029al 

BLASTN 

g3367500 

446 

0.0e+00 

606 

99 

REVERSE-COMPLEMENT OF: F2 3 J3 . GCG . SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 

176364 

jC-atXP125CF10078al 

BLASTN 

g2462264 

57 

5.0e-23 

57 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176365 

jC-atXP125CF3022al 



24356 



# 



Method BLASTN 

NCBI GI g2462264 

BLAST score 54 

E value 3.0e-21 

Match length 54 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176366 

Seq. ID jC-atXP125CF3E10T7027al 

Method BLASTN 

NCBI GI g4678258 

BLAST score 38 

E value 1.0e-ll 

Match length 66 

% identity 89 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F6I7 

(ESSA project) 

Seq. No. 176367 

Seq. ID jC-atXP125CF7054al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 57 

E value 6.0e-23 

Match length 57 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176368 

Seq. ID jC-atXP125CF9070al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 56 

E value 3.0e-22 

Match length 56 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176369 

Seq. ID jC-atXP125CG10079al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 56 

E value 1.0e-22 

Match length 56 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176370 

Seq. ID jC-atXP125CG5039al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 5 6 

E value 2 . Oe-22 

Match length 56 

% identity 100 



24357 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176371 

jC-atXP125CG6047al 

BLASTX 

gl34104 

280 

1.0e-24 

139 

45 

RUBISCO SUBUNIT BINDING-PROTEIN BETA SUBUNIT PRECURSOR (60 
KD CHAPERONIN BETA SUBUNIT) (CPN-60 BETA) 

>gi_99800_pir PW0007 chaperonin 62. 5K beta chain - rape 

plastid >gi_167117 (M35600) 60-kDa beta-polypeptide of 
plastid chaperonin-60 precursor [Brassica napus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176372 

jC-atXP125CG7055al 

BLASTN 

g2462264 

54 

2.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176373 

jC-atXP125CH2016al 

BLASTN 

g2462264 

43 

1.0e-14 

43 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176374 

jC-atXP125CH3024al 

BLASTN 

g2462264 

51 

2.0e-19 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176375 

jC-atXP125CH7056al 

BLASTN 

g4376087 

324 

0.0e+00 

461 

92 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



24358 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176376 

jC-atXP125CH8064al 

BLAST N 

g2462264 

57 

5.0e-23 

57 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176377 

jC-atXP12C103C24T7055al 

BLASTX 

g3164136 

661 

3.0e-69 

158 
84 

(D78 603) cytochrome P450 monooxygenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176378 

jC-atXP12C103D18T7 056al 

BLASTX 

gl402902 

224 

4.0e-18 

127 

46 

(X98323) peroxidase [Arabidopsis thaliana] 
>gi_1419386_emb_CAA67 428_ (X98928) peroxidase ATPlOa 
[Arabidopsis thaliana] 

176379 

jC-atXP12C103F4T7064al 

BLASTN 

g2462264 

46 

2.0e-16 

46 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176380 

jC-atXP12C103G6T7070al 

BLASTN 

g4490291 

96 

3.0e-46 

337 

85 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 



Seq. No. 
Seq. ID 
Method 



176381 

jC-atXP12C103K9T7082al 
BLASTN 



24359 



o 



NCBI GI 


g2462264 


BLAST score 


33 


E value 


6. Oe-09 


Match length 


44 


% identity 


96 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, part 


Seq. No. 


176382 


Seq. ID 


jC-atXP12C103L20T7088al 


Method 


BLASTX 


NCBI GI 


g4204300 


BLAST score 


419 


E value 


6.0e-41 


Match length 


158 


% identity 


57 


NCBI Description 


(AC003027) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


176383 


Seq. ID 


jC-atXP12C103L24T7091al 


Method 


BLASTN 


NCBI GI 


g598848 


BLAST score 


41 


E value 


1.0e-13 


Match 1 pricrth 


41 


% identity 


100 


NPRT Dpscrir>t ion 


Human HepG2 3 T region Mbol cDNA, clone hmd4hl2m3 


Spa No 


176384 


Seq. ID 


jC-atXP12C103MHT7d2 


Method 


BLASTN 


NCBI GI 


g3402695 


BLAST score 


273 


E value 


1 . 0e-152 


M^'hcVi 1 print* Vi 


301 


%. -j Hpnl" i "t - v 


98 


NCBI Description 


Arabidopsis thaliana chromosome II BAC T3K9 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


176385 


Seq. ID 


jC-atXP12C103N4T7095al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


50 


F. va 1 up 

X-J V d J- Lfi *w 


7 . 0e-19 




54 


% identitv 


98 


NCBI DpsrriDtion 


Cucumis sativus mRNA for natatin— like orotein. nart 


Seq. No. 


176386 


Seq. ID 


nC-atXPI ?C99H9T7d? 


Method 


BLASTX 


NCBI GI 


g2618689 


BLAST score 


145 


E value 


1. Oe-09 


Match length 


50 


% identity 


52 


NCBI Description 


(AC002510) unknown protein [Arabidopsis thaliana] 



24360 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176387 

jC-atXP12C99K24T7017al 

BLASTN 

g598848 

36 

7.0e-ll 

40 
97 

Human HepG2 3' region Mbol cDNA, clone hmd4hl2m3 
176388 

jC-atXP12C99N9T7028al 

BLASTN 

g2462264 

50 

6.0e-19 

54 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176389 

jC-atXP12C99P18T7038al 

BLASTX 

g4835234 

108 

2.0e-04 

87 

69 

(AL04 9862) putative cold acclimation protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176390 

jC-atXP13C103O2T7003al 

BLASTN 

g2244829 

86 

3.0e-40 

319 

84 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176391 

jC-atXP13C103O3T7004al 

BLASTX 

g2344889 

211 

2.0e-16 

67 
52 

(AC002388) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



176392 

jC-atXP13C103P4T7008al 

BLASTN 

g2462264 



24361 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

7.0e-10 

43 
95 

Cucumis sativus mRNA for patatin-like protein, partial 
176393 

jC-atXP13C104A2T7032al 

BLASTN 

g2264321 

72 

5.0e-32 

228 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXM12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length ■ 

% identity 

NCBI Description 



176394 

jC-atXP13C104A5T7033al 

BLASTX 

g3861117 

192 

3.0e-14 

139 
37 

(AJ235272) unknown [Rickettsia prowazekii] 
176395 

jC-atXP13C104C17T704 4al 

BLASTN 

g598848 

45 

8.0e-16 

45 
100 

Human HepG2 3 1 region Mbol cDNA, clone hmd4hl2m3 
176396 

jC-atXP13C104D20T704 7al 

BLASTN 

g3298610 

66 

3.0e-28 

190 

85 

Arabidopsis thaliana BAC T2H3 



176397 

jC-atXP13C104E6T7053al 

BLASTN 

g2358139 

198 

1.0e-107 

491 

85 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 YAC yUP8H12 complete 



24362 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176398 

jC-atXP13C104G4T7d2 

BLASTX 

gll07501 

454 

3.0e-45 

137 
67 

(X91954) orf [Arabidopsis thaliana] >gi__3367530 (AC004392) 
Match to gb_X91954 orf gene product from A. thaliana. ESTs 
gb_Z17604, gb_H7 6594, gb_AA597 972 and gb_AA394824 come from 
this gene. [Arabidopsis thaliana] 

176399 

jC-atXP13C104G9T7024al 

BLASTX 

gl710124 

189 

6.0e-14 

153 

37 

(U62279) leucine-rich repeat-containing extracellular 
glycoprotein; contains six N-glycosylation sites [NX(S/T)] 
[Sorghum bicolor] 

176400 

jC-atXP13C104H9T7056al 

BLASTN 

g2290120 

44 

3.0e-15 

64 
92 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

176401 

jC-atXP13C104K13T7068al 

BLASTX 

g3413705 

457 

2.0e-45 

116 

78 

(AC004747) putative glycine dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176402 

jC-atXP13C104M14T7081al 

BLASTN 

g4519188 

37 

4 .Oe-ll 

122 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 



24363 



K21L19, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176403 

jC-atXP13C104N23T708 9al 

BLASTX 

gll70373 

231 

8.0e-19 

96 
56 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52 684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

176404 

jC-atXP13C104O12T7093al 

BLASTN 

g3798730 

46 

2.0e-16 

46 
100 

Arabidopsis thaliana transgenic line C DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176405 

jC-atXP13C104O14T7094al 

BLASTN 

g2262135 

31 

2.0e-07 

126 

90 

Arabidopsis thaliana BAC T10P11 from chromosome IV, near 15 
cM, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176406 

jC-atXP13C104O!T7090al 

BLASTN 

g2462264 

41 

2.0e-13 

45 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176407 

jC-atXP13C104O9T7092al 

BLASTN 

g4757390 

152 

1.0e-79 

398 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F24B18, complete sequence 



24364 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176408 

jC-atXP14C105A14T7sl 

BLASTN 

g2264314 

235 

1.0e-129 

299 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MQK4, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176409 

jC-atXP14C105E20T7sl 

BLASTX 

g2688822 

316 

5.0e-29 

79 

76 

(U93272) pyrophosphate-dependent phosphofructo-l-kinase 
[Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176410 

jC-atXP14C105K17T7dl 

BLASTN 

g4589419 

35 

1.0e-10 

43 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2I5, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176411 

jC-atXP14C105L12T7dl 

BLASTX 

gl946371 

715 

6.0e-76 

141 

97 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176412 

jC-atXP14C105P10T7dl 

BLASTN 

g4585891 

48 

2.0e-18 

118 

92 

Arabidopsis thaliana chromosome II BAC T103 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 



176413 

jC-atXP14C105P24T7sl 



24365 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll62986 

436 

5.0e-43 

83 
99 

(M32430) 



beta-2 tubulin [Lytechinus pictus] 



176414 

jC-atXP14C106A14T7dl 

BLASTN 

g4262221 

70 

2.0e-31 

138 

93 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176415 

jC-atXP15C106F16T7018al 

BLASTX 

g4335764 

393 

8.0e-38 



49 

(AC006284] 
thaliana] 



putative WRKY DNA-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176416 

jC-atXP15C106F5T7dl 

BLASTX 

g4335764 

160 

2.0e-ll 

49 

63 

(AC006284) putative WRKY DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



176417 

jC-atXP15C106K8T7dl 

BLASTX 

g3201633 

416 

7.0e-41 

131 

68 

(AC004669) putative cell division protein [Arabidopsis 
thaliana] 

176418 

jC-atXP15C106P17T7033al 

BLASTX 

g4646203 

291 



24366 



o 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



7.0e-26 

118 
47 

(AC007230) Belongs to PF_00026 Eukaryotic aspartyl protease 
family. [Arabidopsis thaliana] 

176419 

jC-atXP15C106P8T7032al 

BLASTX 

g4678923 

295 

2.0e-26 

111 

53 

(AL04 9711) putative protein [Arabidopsis thaliana] 
176420 

jC-atXP15C107C5T7037al 

BLAST N 

g2462264 

35 

6.0e-10 

51 
92 

Cucumis sativus mRNA for patatin-like protein/ partial 
176421 

jC-atXP15C107E10T704 0al 

BLASTN 

g2462264 

52 

5.0e-20 

52 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176422 

jC-atXP15C107F19T704 6al 

BLASTX 

g541858 

891 

3.0e-96 

158 

99 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_469484_dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

176423 

jC-atXP15C107G2T7048al 

BLASTX 

g3212869 

402 

7.0e-39 

142 

54 



24367 



NCBI Description (AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176424 

jC-atXP16C110A12T7sl 

BLASTN 

g3420043 

94 

1.0e-45 

204 
84 

Arabidopsis thaliana chromosome II BAC F23F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176425 

jC-atXP16C110B15T7sl 

BLASTN 

g4079614 

126 

8.0e-65 

162 
93 

Arabidopsis thaliana chromosome I BAC F21M11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176426 

jC-atXP17C110F21T7s3 

BLASTN 

gl644426 

38 

2.0e-12 

139 
81 

Arabidopsis thaliana putative glyoxalase II mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176427 

jC-atXP17C110G3T7s3 

BLASTN 

g4406776 

97 

3.0e-47 

274 

91 

Arabidopsis thaliana chromosome II BAC F14H20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176428 

jC-atXP17C110L7T7s3 

BLASTN 

g4519192 

315 

1.0e-177 

372 
95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MBK21, complete sequence 



24368 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



176429 

jC-atXP17C110M12T7s3 

BLASTX 

g3171731 

244 

2.0e-20 

127 

28 

(AJ006406) AgPET8 [Eremothecium gossypii] 
176430 

jC-atXP17C110O2T7s3 

BLASTN 

g3702736 

112 

3.0e-56 

227 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRU, complete sequence [Arabidopsis thaliana] 

176431 

jC-atXP17C113E20T7s3 

BLASTX 

g4531437 1 

175 

9.0e-13 

67 
60 

(AC006224) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

176432 

jC-atXP18C108NHT7061al 

BLASTN 

g2275194 

72 

2.0e-32 

112 

91 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176433 

jC-atXP18C108N12T7069al 

BLASTN 

g2275194 

92 

2.0e-44 

120 

94 

Arabidopsis thaliana chromosome II BAC T08I13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176434 

jC-atXP18C108N16T7085al 
BLASTN 



24369 



o 



NCBI GI g2462264 

BLAST score 59 

E value 9.0e-25 

Match length 59 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176435 

Seq. ID jC-atXP18C108NlT7037al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 52 

E value 1.0e-20 

Match length 56 

% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176436 

Seq. ID jC-atXP18C108N23T7093al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 59 

E value 9.0e-25 

Match length 5 9 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176437 

Seq. ID jC-atXP18C108N4T7053al 

Method BLASTN 

NCBI GI $2462264 

BLAST score 59 

E value 9.0e-25 

Match length 59 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176438 

Seq. ID jC-atXP18C108O13T7014al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 51 

E value 5.0e-20 

Match length 51 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176439 

Seq. ID jC-atXP18C108O17T7022al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 51 

E value 5.0e-20 

Match length 51 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 




24370 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176440 

jC-atXP18C108O19T7030al 

BLASTN 

g3256065 

108 

5.0e-54 

123 

98 

Arabidopsis thaliana mRNA for chloroplast NAD-dependent 
malate dehydrogenase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176441 

jC-atXP18C108O23T7038al 

BLASTN 

g3805839 

119 

1.0e-60 

119 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4B14 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176442 

jC-atXP18C108O9T7006al 

BLASTN 

g3717945 

109 

1.0e-54 

136 
93 

Arabidopsis thaliana mRNA for V-ATPase subunit G (vagi 
gene) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176443 

jC-atXP18C108P20T7 062al 

BLASTN 

g2696018 

84 

1.0e-39 

120 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC9, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176444 

jC-atXP18C108P23T7070al 

BLASTN 

g4733953 

75 

3.0e-34 

95 
95 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence; complete sequence 



Seq. No. 
Seq. ID 



176445 

jC-atXP18C108P24T7078al 



24371 




Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


59 


E value 


9.0e-25 


Match length 


59 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


176446 


Seq. ID 


jC-atXP18C108P8T7054al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


59 


E value 


9.0e-25 


Match length 


59 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


176447 


Seq. ID 


jC-atXP18ClllA12T7 094al 


Method 


BLASTN 


NCBI GI 


g3348076 


BLAST score 


113 


E value 


5.0e-57 


Match length 


116 


% identity 


99 


NCBI Description 


Arabidopsis thaliana isochorismate synthase mRNA, complete 




cds 


Seq. No. 


176448 


Seq. ID 


jC-atXP18ClllA21T7 015al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


44 


E value 


8.0e-16 


Match length 


52 


% identity 


98 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


176449 


Seq. ID 


jC-atXP18ClllA23T7023al 


Method 


BLASTN 


NCBI GI 


g2252471 


BLAST score 


131 


E value 


1 .Oe-67 


Match length 


131 


% identity 


100 


NCBI Description 


Arabidopsis thaliana mRNA for argininosuccinate lyase 


Seq. No. 


176450 


Seq. ID 


jC-atXP18ClllB21T7 0 4 7al 


Method 


BLASTN 


NCBI GI 


g3249094 


BLAST score 


124 


E value 


1.0e-63 


Match length 


128 


% identity 


99 



24372 



# 



NCBI Description Arabidopsis thaliana chromosome 1 BAC T12M4 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176451 

jC-atXP18ClllB23T7055al 

BLASTN 

g3449315 

60 

2.0e-25 

80 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K23L20, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176452 

jC-atXP18ClllC13T7071al 

BLASTN 

g2462264 

56 

6.0e-23 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176453 

jC-atXP18ClllC22T7087al 

BLASTN 

g3885325 

117 

2.0e-59 

124 

99 

Arabidopsis thaliana chromosome II BAC T20P8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176454 

jC-atXP18ClllC4T7063al 

BLASTN 

g2341023 

96 

7.0e-47 

117 
94 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

176455 

jC-atXP18ClllD16T7024al 

BLASTN 

g2462264 

46 

5.0e-17 

50 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No, 



176456 



24373 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP18ClllD20T7 032al 

BLASTN 

g2462264 

47 

1.0e-17 

51 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176457 

jC-atXP18ClllD24T7 040al 

BLASTN 

g2462264 

51 

5.0e-20 

51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176458 

jC-atXP18ClllD4T7095al 

BLASTN 

g2462264 

55 

2.0e-22 

59 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176459 

jC-atXP18ClllE10T7064al 

BLASTN 

g598848 

40 

2.0e-13 

44 
98 

Human HepG2 3 T region Mbol cDNA, clone hmd4hl2m3 
176460 

jC-atXP18ClllE!T7048al 

BLASTN 

g2462264 

51 

5.0e-20 

51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176461 

jC-atXP18ClllE2T7056al 

BLASTN 

g2832689 

97 

2.0e-47 

105 

98 



24374 



NCBI Description 



Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T9A21 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176462 

jC-atXP18C113J10T7001al 

BLASTN 

g3449326 

92 

2.0e-44 

132 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M22, complete sequence [Arabidopsis thaliana] 

176463 

jC-atXP18C113J12T7009al 

BLASTN 

g2462264 

51 

5.0e-20 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176464 

jC-atXP18C113J16T7025al 

BLASTN 

g4371278 

92 

2.0e-44 

92 

100 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176465 

jC-atXP18C113J17T7033al 

BLASTN 

g2462264 

38 

3.0e-12 

42 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176466 

jC-atXP18C113J22T7041al 

BLASTN 

g2815404 

135 

4.0e-70 

135 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MMG4, complete sequence [Arabidopsis thaliana] 



Seq. No. 



176467 



24375 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP18C113K14T7057al 
BLAST N 
g2462264 " 
57 

1.0e-23 

57 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176468 

jC-atXP18C113K16T7073al 

BLASTN 

g2462264 

56 

5.0e-23 

56 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176469 

jC-atXP18C113K17T7081al 

BLASTN 

g4584841 

112 

2.0e-56 

124 
98 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



176470 

jC-atXP18C113K9T704 9al 

BLASTN 

g4741961 

92 

2.0e-44 

92 

100 

Arabidopsis thaliana PsbS protein 



(PsbS) mRNA, complete cds 



176471 

jC-atXP18C113L20T7002al 

BLASTN 

g2462264 

51 

5.0e-20 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176472 

jC-atXP18C113L3T708 9al 

BLASTN 

g598848 

48 

3.0e-18 
56 



24376 



% identity 98 

NCBI Description Human HepG2 3 T region Mbol cDNA, clone hmd4h!2m3 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176473 

jC-atXP18C113MlT7010al 
BLASTN 
-g2244991 
125 

4. Oe-64 

125 

100 

Arabidopsis thaliana DNA chromosome 
fragment No 



ESSA I contig 



176474 

jC-atXP18C113M4T7018al 

BLASTN 

g4006885 

99 

1.0e-48 

115 

97 

Arabidopsis thaliana DNA chromosome 4, ESSA I AE2 contig 
fragment No 

176475 

jC-atXP18C113M5T7026al 

BLASTN 

g2462264 

47 

1.0e-17 

51 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176476 

jC-atXP18C113M6T7034al 

BLASTN 

g3608126 

134 

2.0e-69 

134 

100 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176477 

jC-atXP18C113N14T7074al 

BLASTN 

g4589438 

71 

6.0e-32 

103 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MQJ2, complete sequence 



24377 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176478 

jC-atXP18C113N16T7090al 

BLASTN 

g4757662 

102 

2 .Oe-50 

110 

98 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

176479 

jC-atXP18C113O10T7019al 

BLASTN 

g2462264 

47 

1.0e-17 

51 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176480 

jC-atXP18C113O13T7027al 

BLASTN 

g2462264 

51 

5.0e-20 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176481 

jC-atXP18C113O14T7035al 

BLASTN 

g2921828 

126 

9.0e-65 

126 

100 

Arabidopsis thaliana IAA- amino acid hydrolase (ILL1 and 
ILL2) genes, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



176482 

jC-atXP18C113O17T7043al 

BLASTN 

g2462264 

51 

5.0e-20 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176483 

jC-atXP18C113O6T7011al 

BLASTN 

g3241920 

133 



24378 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



6.0e-69 

133 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAE1, complete sequence [Arabidopsis thaliana] 

176484 

jC-atXP18C113P10T7075al 

BLASTN 

gl6192 

124 

1.0e-63 

124 
100 

A. thaliana atslB, ats2B and ats3B gene for 

ribulose-1, 5-biphosphate carboxylase small subunit (rbcS) 

(EC 4.1.1.39) 

176485 

jC-atXP18C113P12T7083al 

BLASTN 

g2462264 

59 

9.0e-25 

59 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176486 

jC-atXP18C113P13T70 91al 

BLASTN 

g2462264 

55 

2.0e-22 

59 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176487 

jC-atXP18C113P14T7 004al 

BLASTN 

g2583106 

119 

1.0e-60 

119 
100 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176488 

jC-atXP18C113P21T7 020al 

BLASTN 

g2462264 

47 

1.0e-17 

51 
98 



24379 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



176489 

jC-atXP18C113P5T7067al 

BLASTN 

g2462264 

57 

1.0e-23 

57 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176490 

jC-atXP18C115A12T7 036al 

BLASTN 

g2462264 

47 

1.0e-17 

51 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176491 

jC-atXP18C115A20T7044al 

BLASTN 

g4371278 

131 

9.0e-68 

131 

100 

Arabidopsis thaliana chromosome II BAC T2N18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176492 

jC-atXP18C115A22T7052al 

BLASTN 

g3264804 

106 

8.0e-53 

110 
99 

Arabidopsis thaliana phosphoenolpyruvate carboxylase (PPC) 
mRNA, complete cds 

176493 

jC-atXP18C115A9T7028al 

BLASTN 

g2462264 

51 

5.0e-20 
51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176494 

jC-atXP18C115B13T7084al 
BLASTN 



24380 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4519187 
101 

8.0e-50 

124 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K1G2, complete sequence 

176495 

jC-atXP18C115B4T7060al 

BLASTN 

g2462264 

55 

2.0e-22 

59 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176496 

jC-atXP18C115B7T7068al 

BLASTN 

g2462264 

52 

1.0e-20 

56 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176497 

jC-atXP18C115B8T707 6al 

BLASTN 

g2462264 

56 

5.0e-23 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176498 

jC-atXP18C115C18T7013al 

BLASTN 

g2462264 

47 

1.0e-17 

51 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176499 

jC-atXP18C115C18T7d2 

BLASTX 

g2980783 

143 

7.0e-09 

94 

35 

(AL022198) putative protein [Arabidopsis thaliana] 



24381 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

•Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176500 

jC-atXP18C115C4T7005al 

BLASTN 

g3449326 

133 

6.0e-69 

133 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M22, complete sequence [Arabidopsis thaliana] 

176501 

jC-atXP18C115DHT7021al 

BLASTN 

g4490717 

135 

4.0e-70 

135 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone (ESSA 
project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
•Match length 
% identity 
NCBI Description 



176502 

jC-atXP18C115D23T7029al 

BLASTN 

g2760316 

132 

2.0e-68 

132 
100 

The sequence of BAC F1N21 from Arabidopsis thaliana 
chromosome 1, complete sequence [Arabidopsis thaliana] 

176503 

jC-atXP19C109J15T7045al 

BLASTX 

g2347098 

63 

1.0e-28 

109 

66 

(U76845) ubiquitin-specific protease [Arabidopsis thaliana] 
>gi_4490742_emb_CAB38904.1_ (AL035708) ubiquitin-specific 
protease (AtUBP3) [Arabidopsis thaliana] 

176504 

jC-atXP19C109K13T7006al 

BLASTN 

gl732514 

105 

1.0e-51 

354 

87 

Arabidopsis thaliana myosin heavy chain-like protein mRNA, 
complete cds 



24382 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176505 

jC-atXP19C109L6T7038al 

BLASTX 

g3421072 

515 

4 .Oe-52 

107 
94 

(AF043519) 20S proteasome subunit PAA2 [Arabidopsis 
thaliana] >gi_4006819 (AC005970) 20S proteasome subunit 
PAA2 [Arabidopsis thaliana] 

176506 

jC-atXP19C109M22T7094al 

BLASTN 

g2245073 

143 

1.0e-74 

282 
89 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

176507 

jC-atXP19C109NHT7031al 

BLASTX 

gl912286 

731 

2.0e-77 

133 

99 

(U39568) type 2A serine/threonine protein phosphatase 
[Arabidopsis thaliana] >gi_2194141 (AC002062) Match to 
Arabidopsis protein phosphatase PP2A (gb_U39568) . EST 
gb_T41959 comes from this gene. [Arabidopsis thaliana] 

176508 

jC-atXP19C109P22T7016al 

BLASTN 

g2191126 

179 

8.0e-96 

354 

95 

Arabidopsis thaliana BAC IG002N01 
176509 

jC-atXP19ClllH8T7081al 

BLASTX 

gl825727 

224 

5.0e-18 

83 

53 

(U88308) C32E8.5 gene product [Caenorhabditis elegans] 



Seq. No. 



176510 



24383 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



jC-atXP19ClllL20T7d2 

BLASTN 

g3341671 

384 

0. Oe+00 

636 

99 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



176511 

jC-atXP19ClllN21T7004al 

BLASTX 

g4589980 

167 

3.0e-ll 

79 
51 

(AC007195) cyclophilin, 



3 1 partial [Arabidopsis thaliana] 



176512 

jC-atXP19ClllN23T7012al 

BLASTX 

g2341034 

577 

2.0e-59 

126 

88 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
176513 

jC-atXP19C111019T704 4al 

BLASTX 

g4827253 

108 

2.0e-04 

155 

24 

(AB027002) plastidic aldolase [Nicotiana paniculata] 
176514 

jC-atXP19C113A22T704 0al 

BLASTX 

g3123712 

262 

2.0e-22 

129 
41 

(D89051) ERD6 protein [Arabidopsis thaliana] 
176515 

jC-atXP19C113B2T7056al 

BLASTN 

g2739021 

37 

5.0e-ll 
89 



24384 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

Rhododendron,- -metternichii var. 
genomic sequence 



hondoense CT repeats, 



176516 

jC-atXPlC64A5T7s2 

BLASTN 

g3985958 

321 

0.0e+00 

476 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZN1, complete sequence [Arabidopsis thaliana] 



PI clone: 



176517 

jC-atXPlC64B5T7s2 

BLASTN 

g4733953 

59 

9.0e-25 

163 
91 

Arabidopsis thaliana chromosome I BAC F13011 genomic 
sequence, complete sequence 



176518 

jC-atXPlC66F12T7s2 

BLASTN 

g3128136 

198 

1.0e-107 

314 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K1F13, complete sequence [Arabidopsis thaliana] 



TAC clone 



176519 

jC-atXPlC67A8T7s2 

BLASTX 

g4512651 

210 

8.0e-17 

67 
55 

(AC007048) putative tyrosine transaminase [Arabidopsis 
thaliana] 

176520 

jC-atXPlC67F2T7s2 

BLASTN 

g3075383 

336 

0.0e+00 

403 

100 

Arabidopsis thaliana chromosome II BAC T1D16 genomic 



24385 



o 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis thaliana] 
176521 

jC-atXPlC69H6T7s2 

BLASTN 

g4757390 

170 

1.0e-90 

398 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F24B18, complete sequence 

176522 

jC-atXPlC70G7T7s2 

BLASTX 

g2369714 

174 

1.0e-12 

50 
68 

(Z97178) elongation factor 2 [Beta vulgaris] 
176523 

jC-atXPlC72D2T7s2 

BLASTX 

g3128201 

192 

1.0e-14 

47 

79 

(AC004521) unknown protein [Arabidopsis thaliana] 
176524 

jC-atXP20075f2 

BLASTX 

g2982285 

327 

4.0e-30 

63 

78 

(AF051227) GASA5-like protein [Picea mariana] 
176525 

jC-atXP20725a2 

BLASTN 

g4416300 

377 

0.0e+00 

713 

96 

Zea mays chromosome 4 



Seq. No. 
Seq. ID 

Method 



region, complete sequence 
176526 

jC-atXP20725f2 
BLASTX 



22 kDa zein-associated intercluster 



24386 





nA A 1 £^ri7 


BLAST score 


217 


E value 


4 .Oe-17 


Match length 


41 


% identity 


95 


NCBI Description 


(AF105716) hypothetical protein [Zea mays] 


Seq. No. 


176527 


Seq. ID 


jC-atXP20728f2 


Method 


BLASTX 


NCBI GI 


g4 jo 1 1U y 


BLAST score 


54 


E value 


4.0e-50 


Match length 


146 


% identity 


66 


NCBI Description 


(AC005825) unknown protein [Arabidopsis thaliana] 


Seq. No. 


176528 


Seq. ID 


jC-atXP20C113C23T7025al 


Method 


BLASTN 


NCBI GI 


^coi poo 


BLAST score 


40 


E value 


7.0e-13 


Match length 


72 


% identity 


92 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


176529 


Seq. ID 


jC-atXP20C113D5T7033al 


Method 


BLASTX 


NCBI GI 


g3434967 


BLAST score 


O A O 


E value 


4.0e-91 


Match length 


195 


% identity 


86 


NCBI Description 


(AB008103) ethylene responsive element binding fact 




[Arabidopsis thaliana] 


Seq. No. 


176530 


Seq. ID 


jC-atXP20C113G15T7d2 


Method 


BLASTX 


NCBI GI 


g4584343 


BLAST score 


O "1 c 

375 


E value 


4.0e-36 


Match length 


92 


% identity 


84 


NCBI Description 


(AC007127) putative ubiquitin protein [Arabidopsis 




thaliana] 


Seq. No. 


176531 


Seq. ID 


jC-atXP20C113H16T7027al 


Method 


BLASTN 


NCBI GI 


g2290120 


BLAST score 


51 


E value 


2.0e-19 


Match length 


66 


% identity 


94 



24387 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



176532 

jC-atXP20C113H23T7043al 

BLASTN 

g2290120 

42 

7.0e-14 

50 
96 

HIV-1 strain M02 from USA, 
gene, partial cds 



envelope glycoprotein (env) 



176533 

jC-atXP20C114B17T7036al 

BLASTX 

g541858 

350 

8.0e-33 

123 

66 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_4 69484_dbjJBAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

176534 

jC-atXP20C114C19T7 005al 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176535 

jC-atXP2 0C114C21T7 013al 

BLASTN 

g2462264 

59 

4.0e-24 

59 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176536 

jC-atXP20C114D18T7 02 9al 

BLASTN 

g2583106 

46 

2.0e-16 

117 

86 

Arabidopsis thaliana chromosome II BAC F4L23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



24388 



Seq. No. 
Seq. ID 

. Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176537 

jC-atXP20C114G3T7022al 
BLASTN 
g531828 
54 

4.0e-21 

70 
94 

Cloning vector pSportl, complete cds 
176538 

jC-atXP20C115E7T7038al 
BLASTN 
g531828 
35 

7.0e-10 

67 
88 

Cloning vector pSportl , complete cds 
176539 

jC-atXP20C115I15T7024al 
BLASTN 
g2290120 
40 

8.0e-13 

56 
93 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

176540 

jC-atXP20C116A19T7d2 
BLASTX 
g3355476 
489 

3.0e-69 

131 

100 . 

(AC004218) unknown protein [Arabidopsis thaliana] 
176541 

jC-atXP21C115K16T7d2 
BLASTX 
g2129600 
55 

4.0e-77 
152 
98 

glutathione synthase (EC 6.3.2.3) 2 
( fragment ) >gi_l 10750 3_emb_CAA9 0 5 1 5_ 

synthetase [Arabidopsis thaliana] >gi_1585560_prf 2201360A 

glutathione synthetase [Arabidopsis thaliana] 



■ Arabidopsis thaliana 
(Z50153) glutathione 



Seq. No. 
Seq. ID 



176542 

jC»atXP21C115L5T7s2 



24389 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4415928 

118 

5.0e-60 

150 
95 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176543 

jC-atXP21C116BHT7s2 

BLASTN 

gl616656 

77 

8.0e-36 

105 

93 

Arabidopsis thaliana adenylosuccinate synthetase mRNA, 
complete cds 

176544 

jC-atXP21C116C12T7d2 

BLASTN 

g3985949 

334 

0.0e+00 

382 

97 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOB24, complete sequence [Arabidopsis thaliana] 

176545 

jC-atXP22C114L10T7 073al 

BLASTX 

g2511580 

939 

1.0e-102 

203 
94 

(Y1317 9) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_2511582_emb_CAA73623 . 1_ (Y13180) 
multicatalytic endopeptidase [Arabidopsis thaliana] 

176546 

jC-atXP22C114N3T7042al 

BLASTX 

g480725 

607 

6.0e-63 

134 

93 

beta-fructofuranosidase (EC 3.2.1.26) - Arabidopsis 
thaliana >gi_4 0274 0_emb_CAA52619_ (X74514) 
beta-fructofuranosidase [Arabidopsis thaliana] 
>gi_757536_emb_CAA52 62 0__ (X74515) beta-fructofuranosidase 
[Arabidopsis thaliana] 



24390 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



176547 

jC-atXP22C114O16T7090al 

BLASTN 

g4490734 

177 

8.0e-95 

210 

97 

Arabidopsis thaliana DNA chromosome 4, 
project) 



BAC clone (ESSA 



176548 

jC-atXP22C115O3T7004al 

BLASTN 

g3510336 

203 

1.0e-110 

473 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18J17, complete sequence [Arabidopsis thaliana] 

176549 

jC-atXP22C119C18T708 6al 

BLASTN 

g2462264 

43 

2.0e-14 

53 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
176550 

jC-atXP22C119L21T7021al 

BLASTX 

gl399265 

321 

2.0e-29 

97 

69 

(U31751) calmodulin-domain protein kinase CDPK isoform 9 
[Arabidopsis thaliana] 

176551 

jC-atXP22C121KllT7056al 

BLASTN 

g531832 

36 

2.0e-10 

216 
80 

Cloning vector pSport2, complete sequence 
176552 

jC-atXP22C121K12T7064al 

BLASTN 

g4263762 



24391 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



186 

1.0e-100 

458 
89 

Arabidopsis thaliana chromosome II BAC F17L24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176553 

jC-atXP22C121K20T7072al 

BLASTN 

g4519191 

92 

7 .Oe-44 

267 
84 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9P8, complete sequence 

176554 

jC-atXP22C122D8T7071al 

BLASTX 

g322596 

290 

1.0e-25 

108 
64 

serine/threonine protein kinase (EC 2.7, 
Arabidopsis thaliana >gi__166600 (M93023) 
protein kinase [Arabidopsis thaliana] 

>giJL742969_emb_CAA64384_ (X94757) ser/thr protein kinase 
[Arabidopsis thaliana] 

176555 

jC-atXP22C122E7T7024al 

BLASTX 

g322596 

313 

2.0e-28 

93 
71 

serine/threonine protein kinase (EC 2.7, 
Arabidopsis thaliana >gi_166600 (M93023) 
protein kinase [Arabidopsis thaliana] 

>giJL742969_emb_CAA64384_ (X94757) ser/thr protein kinase 
[Arabidopsis thaliana] 

176556 

jC-atXP23C120K21T7d2 

BLASTN 

g4753195 

365 

0.0e+00 

409 

98 

Arabidopsis thaliana BAC F15A18 from chromosome V near 68. 
cM, complete sequence 



-.-) AK21 - 
SNFl-related 



-.-) AK21 - 
SNFl-related 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



176557 

jC-atXP23C120M13T7s2 

BLASTX 

g3355474 

489 

2.0e-49 

106 
88 

(AC004218) unknown protein [Arabidopsis thaliana] 
176558 

jC-atXP23C120N3T7s2 

BLASTX 

g4678322 

459 

6.0e-46 

88 
99 

(AL049658) putative protein [Arabidopsis thaliana] 
176559 

jC-atXP23C121L17T7s2 

BLASTN 

gl931636 

189 

1.0e-102 

272 
98 

Arabidopsis thaliana BAC T19D16 genomic sequence 
176560 

jC-atXP23C123A19T7d2 

BLASTN 

g3176693 

112 

4.0e-56 

354 

96 

Arabidopsis thaliana chromosome I BAC T27I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176561 

jC-atXP23C123A9T7s2 

BLASTX 

g3540181 

151 

8.0e-10 

60 
53 

(AC004122) Unknown protein [Arabidopsis thaliana] 
176562 

jC-atXP24C120O21T7057dl 

BLASTX 

g2982458 

203 

1.0e-15 



24393 



o 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
42 

(AL022223) putative protein [Arabidopsis thaliana] 
176563 

jC-atXP24C122J19T7013dl 

BLASTX 

gl076414 

191 

2.0e-14 

65 
52 

subtilisin-like proteinase (EC 3.4.21.-) - Arabidopsis 
thaliana (fragment) >gi_757534_emb_CAA59963_ (X85974) 
subtilisin-like protease [Arabidopsis thaliana] 

176564 

jC-atXP24C123C16T7027al 

BLASTN 

g2462264 

52 

5.0e-20 

52 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176565 

jC-atXP24C123D10T7067dl 

BLASTX 

g3928079 

278 

2.0e-24 

165 

38 

(AC005770) hypothetical protein [Arabidopsis thaliana] 
176566 

jC-atXP24C123EHT7044al 

BLASTX 

g2088658 

349 

1.0e-32 

70 

99 

(AF002109) unknown protein [Arabidopsis thaliana] 
176567 

jC-atXP24C123E4T7 028al 

BLASTN 

g2264312 

550 

0.0e+00 

590 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MOK16 f complete sequence [Arabidopsis thaliana] 



24394 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176568 

jC-atXP24C123I15T7026dl 

BLASTX 

g4455314 

565 

4.0e-58 

150 

76 

(AL035528) glycine-rich RNA-binding protein AtGRP2-like 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176569 

jC-atXP24C123I16T7034dl 

BLASTX 

g3212880 

173 

3.0e-36 

124 

66 

(AC004005) putative Mlo protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176570 

jC-atXP24C123L10T7007al 

BLASTN 

g2462264 

54 

3.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176571 

jC-atXP24C123L18T7 023dl 

BLASTX 

g3928543 

881 

5.0e-95 

179 

95 

(AB016819) 
thaliana] 



UDP-glucose glucosyltransf erase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176572 

jC-atXP24C123M2T7039dl 

BLASTX 

g2623304 

951 

1.0e-103 

216 

90 

(AC002409) 
thaliana] 



similar to Medicago nodulin N21 [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



176573 

jC-atXP24C123N12T7 032al 

BLASTX 

gl617274 
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# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



292 

5.0e-26 

105 
57 

(Z72152) AMP-binding protein [Brassica napus] 
176574 

jC-atXP24C123N13T7040al 

BLASTN 

g2462264 

54 

3.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176575 

jC-atXP24C123N20T7056al 

BLASTX 

g4510373 

423 

2.0e-41 

142 
58 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



176576 

jC-atXP24C123N8T7016al 

BLASTX 

g2129770 

470 

7.0e-47 

104 

88 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi_1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi_2154 611__dbj_BAA20290_ (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 

176577 

jC-atXP25C122N15T7042al 

BLASTX 

gl25393 

200 

3.0e-15 

139 

37 

HOMOSERINE KINASE (HK) >gi_7 9795_pir S03743 homoserine 

kinase (EC 2.7.1.39) - Calothrix sp >gi_43396_emb_CAA6857 6_ 
(Y00522) homoserine kinase (AA 1-307) [Calothrix PCC7601] 

176578 

jC-atXP25C122P4T7011al 

BLASTN 

g598848 



24396 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

7.0e-22 

63 

97 

Human HepG2 3' 



region Mbol cDNA, clone hmd4hl2m3 



176579 

jC-atXP25C123O18T7033al 

BLASTN 

g2264311 

281 

1.0e-157 

499 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MLN1, complete sequence [Arabidopsis thaliana] 



PI clone 



176580 

jC-atXP25C124A21T7092al 

BLASTX 

g2739373 

47 

1.0e-26 

113 

53 

(AC002505 ) putative f lavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

176581 

jC-atXP25C124D22T7 013al 

BLASTX 

g4309738 

383 

9.0e-37 

100 
72 

(AC006439) putative tubby protein [Arabidopsis thaliana] 
176582 

jC-atXP25C124ElT7021al 

BLASTN 

g2462264 

51 

2.0e-19 

51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176583 

jC-atXP25C125E23T7006al 

BLASTN 

g2462264 

55 

7.0e-22 

55 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



24397 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176584 

jC-atXP25C125H2T7031al 

BLASTN 

g4519197 

52 

4.0e-20 

164 

64 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MTC11, complete sequence 

176585 

jC-atXP25C125I6T7081al 

BLASTX 

g!168729 

517 

2.0e-52 

123 

86 

CINNAMYL- ALCOHOL DEHYDROGENASE ELI3-1 (CAD) 

>gi_282867_pir S28044 ELI3-2 protein - Arabidopsis 

thaliana >gi_16267_emb_CAA48027_ (X67816) Eli3-1 
[Arabidopsis thaliana] 

176586 

jC-atXP25C125K2T7018al 

BLASTX 

g4689474 

533 

2.0e-54 

115 

84 

(AC007213) unknown protein [Arabidopsis thaliana] 
176587 

jC-atXP25C125L3T7079al 

BLASTX 

g730307 

128 

2.0e-14 

112 

44 

PHOSPHOGLYCERATE KINASE >gi_3052_emb_CAA39865_ (X5 65 12) 
phosphoglycerate kinase [Neurospora crassa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176588 

jC-atXP25C125NHT7056al 

BLASTX 

g3914603 

348 

1.0e-32 

134 

46 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 
PRECURSOR (RQBISCO ACTIVASE) >gi_1778414 (U74321) 
ribulose-1, 5-bisphosphate carboxylase/oxygenase activase 



24398 



o 



[Oryza sativa] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 



176589 

jC-atXP26C124F13T7017al 

BLASTN 

g2462264 

56 

2.0e-22 

60 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176590 

jC-atXP26C124F5T7001al 

BLASTN 

g2462264 

57 

5.0e-23 

57 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176591 

jC-atXP26C124G21T7025al 

BLASTX 

g2832359 

194 

2.0e-21 
119 

50 

(Y14072) HMG protein [Arabidopsis thaliana] 
176592 

jC-atXP26C124G24T7033al 

BLASTX 

gl694976 

148 

4.0e-09 

77 

49 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi_2832361_emb_CAA74 402_ (Y14073) HMG protein [Arabidopsis 
thaliana] 

176593 

jC-atXP26C124K13T7051al 

BLASTX 

gl531672 

49 

5.0e-20 

75 

83 

(U68461) actin [Striga asiatica] 
176594 

jC-atXP2 6C124N23T7004al 
BLASTX 



24399 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2832359 
320 

4.0e-32 

110 

74 

(Y14072) HMG protein [Arabidopsis thaliana] 
176595 

jC-atXP26C124O14T7020al 

BLASTX 

g2832359 

230 

1.0e-18 

55 
87 

(Y14072) HMG protein [Arabidopsis thaliana] 
176596 

jC-atXP26C124O4T7012al 

BLASTN 

g2290120 

57 

5.0e-23 

61 
98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

176597 

jC-atXP26C124P22T7052al 

BLASTX 

gl352663 

386 

5.0e-37 

75 

95 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-3 CATALYTIC 
SUBUNIT >gi_1076388_pir S52659 phosphoprotein phosphatase 

(EC 3.1.3.16) 2A isoform 3 - Arabidopsis thaliana 
>gi__466441 (M96841) Ser/Thr protein phosphatase 

[Arabidopsis thaliana] 

>gi_4559341_gb_AAD23003.1_AC007087_22 (AC007087) 
serine/threonine protein phosphatase PP2A-3 catalytic 
subunit [Arabidopsis thaliana] 

>gi_4567320_gb_AAD23731.1_AC005956_20 (AC005956) 
serine/threonine protein phosphatase [Arabidopsis thaliana] 

176598 

jC-atXP26C126F19T704 9al 

BLASTX 

g2832359 

252 

3.0e-21 

94 

62 

(Y14072) HMG protein [Arabidopsis thaliana] 



24400 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176599 

jC-atXP26C126I18T7002al 

BLASTN 

g2462264 

54 

3.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176600 

jC-atXP26C126I20T7018al 

BLASTN 

g2462264 

59 

1.0e-24 

59 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176601 

jC-atXP26C126J2T702 6al 

BLASTX 

g2529665 

283 

6.0e-25 
105 
61 

(AC002535) 
thaliana] 



putative ribosomal protein L7A [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176602 

jC-atXP2 6C126J3T7034al 

BLASTX 

g4544443 

197 

7.0e-15 

98 

52 

(AC006592) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176603 

jC-atXP26C126K21T7003al 

BLASTN 

g2462264 " 

34 

4.0e-09 

46 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



176604 

jC-atXP26C126L10T7027al 

BLASTN 

g2462264 

50 



24401 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-19 

50 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176605 

jC-atXP26C126L4T7011al 

BLAST N 

g2462264 

51 

2.0e-19 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176606 

jC-atXP26C126L5T7019al 

BLASTN 

g2462264 

59 

5.0e-24 

59 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176607 

jC-atXP26C126N19T7 021al 

BLASTX 

g4586109 

201 

2.0e-15 

60 
63 

(AL04 9638) putative protein [Arabidopsis thaliana] 
176608 

jC-atXP26C126O10T7045al 

BLASTN 

g2252823 

77 

6.0e-35 

126 
91 

Arabidopsis thaliana BAC IG005I10 
176609 

jC-atXP26C126OlT7029al 

BLASTN 

g2290120 

56 

2.0e-22 

60 
98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 



176610 



24402 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP26C126P17T7dl 

BLASTN 

g2264304 

62 

9.0e-27 

138 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MBG8/ complete sequence [Arabidopsis thaliana] 



PI clone 



176611 

jC-atXP26C127J20T7056al 

BLASTN 

g3395421 

117 

6.0e-59 

387 

83 

Arabidopsis thaliana chromosome II BAC T19C21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176612 

jC-atXP26C127M8T7096al 

BLASTX 

g2832359 

177 

2.0e-12 

110 
45 

(Y14072) HMG protein [Arabidopsis thaliana] 
176613 

jC-atXP26C128A18T704 6al 

BLASTX 

g4325324 

133 

3.0e-37 

138 
66 

(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



176614 

jC-atXP26C128IllT7015al 

BLASTN 

g2462264 

49 

3.0e-18 

49 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176615 

jC-atXP26C128I14T7023al 

BLASTX 

g2832359 

90 



24403 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-19 

124 
44 

(Y14072) HMG protein [Arabidopsis thaliana] 
176616 

jC-atXP26C128I4T7007al 

BLASTX 

g2832359 

259 

4.0e-22 

71 

77 

(Y14072) HMG protein [Arabidopsis thaliana] 
176617 

jC-atXP26C128L23T7016al 

BLASTX 

g2832359 

296 

2.0e-26 

110 

58 

(Y14072) 



HMG protein [Arabidopsis thaliana] 



176618 

jC-atXP27C129B18T7d2 

BLASTX 

g3834325 

171 

1.0e-12 

39 

82 

(AC005679) Strong similarity to gb__AF067141 gamma -glutamyl 
hydrolase from Arabidopsis thaliana. ESTs gb_R83955, 
gb_T45062, gbJT22220, gb_AA586207, gb_AI099851 and 
gb_AI00672 come from this gene. [Arabidopsis thaliana] 

176619 

jC-atXP27C129G19T7s2 

BLASTN 

gl359496 

77 

2.0e-35 

191 

83 

A. thaliana mRNA for seryl-tRNA synthetase 
176620 

jC-atXP27C130E5T7d2 

BLASTN 

g4454587 

33 

5.0e-09 

65 
88 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 



24404 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cM, complete sequence [Arabidopsis thaliana] 
176621 

jC-atXP27C130L5T7s2 

BLASTX 

gl498120 

342 

3.0e-32 

93 

77 

(D85416) sulfate transporter [Arabidopsis thaliana] 
176622 

]C-atXP27C131DlT7s2 

BLASTX 

g3236235 

346 

2.0e-32 

85 

84 

(AC004684) unknown protein [Arabidopsis thaliana] 
>gi_4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176623 

jC-atXP27C131H17T7d2 

BLASTX 

g4506225 

256 

4.0e-22 

142 

44 

proteasome (prosome, macropain) 26S subunit, non-ATPase, 1 
>gi_3914474_sp_Q99460_PSDl_HUMAN 26S PROTEASOME REGULATORY 
SUBUNIT SI (P112) >gi_1808578_dbj_BAA07918__ (D44466) 
proteasome subunit pll2 [Homo sapiens] 

176624 

jC-atXP27C131L!T7s2 

BLASTN 

g3449323 

408 

0.0e+00 

540 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZA15, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176625 

jC-atXP27C13208T7s2 

BLASTX 

g3169173 

148 

3.0e-09 

70 
44 

(AC004401) putative serine carboxypeptidase I 



[Arabidopsis 



24405 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_3445215 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 

176626 

jC-atXP27C134C20T7s2 

BLASTN 

g2266411 

49 

1.0e-18 

163 
87 

Arabidopsis thaliana GST11 gene 



176627 

jC-atXP27C135A3T7s2 

BLASTX 

g2129517 

729 

2.0e-77 

138 
100 

24-sterol C-methyltransferase (EC 2.1.1.41) 
thaliana 



Arabidopsis 



Seq. No* 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176628 

jC-atXP28C134MllT7sl 

BLASTN 

g 4589444 

93 

4.0e-45 

186 

67 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWF20, complete sequence 

176629 

jC-atXP28C135H7T7sl 

BLASTN 

g2828185 

98 

4.0e-48 

122 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUD21, complete sequence [Arabidopsis thaliana] 

176630 

jC-atXP28C136D2T7dl 

BLASTX 

g629561 

144 

2.0e-09 

43 

58 

SRG1 protein - Arabidopsis thaliana 

>gi__4 7 904 7_emb__CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] 



24406 



Seq. No. 


176631 


Seq. ID 


jC-atXP28C136P5T7sl 


Method 


BLAST A 


NCBI GI 


g2961355 


BLAST score 


148 


E value 


9.0e-10 


Match length 


51 


% identity 


59 


NCBI Description 


(AL022140) glucosidase like protei 


Seq. No. 


176632 


Seq. ID 


jC-atXP2 9C135J10T7041dl 


Method 


BLASTX 


NCBI GI 


g4 678328 


BLAST score 


360 


E value 


3.0e-34 


Match length 


118 


% identity 


64 


NCBI Description 


(AL04 9658) aldehyde dehydrogenase 




[Arabidopsis thaliana] 


Seq. No. 


176633 


Seq. ID 


jC-atXP29C135K13T7089dl 


Method 


BLASTX 


NCBI GI 


g2623962 


BLAST score 


303 


E value 


3.0e-27 


Match length 


85 


% identity 


73 


NCBI Description 


(Y12540) isocitrate dehydrogenase 




graveolens] 


Seq. No. 


176634 


Seq. ID 


jC-atXP29C135N12T7045dl 


Method 


BLASTN 


NCBI GI 


g3928542 


BLAST score 


87 


E value 


7.0e-41 


Match length 


232 


% identity 


87 


NCBI Description 


Arabidopsis thaliana mRNA for UDP- 




glucosyltransf erase, complete cds 


Seq. No. 


176635 


Seq. ID 


jC-atXP29C135N8T7029dl 


Method 


BLASTN 


NCBI GI 


g2341023 


BLAST score 


381 


E value 


0. 0e+00 


Match length 


642 


% identity 


98 


NCBI Description 


Sequence of BAC F19P19 from Arabid 




1, complete sequence [Arabidopsis 


Seq. No. 


176636 


Seq. ID 


jC-atXP29C137I15T7018dl 



(NADP+) [Apium 



24407 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g3800746 

34 

5.0e-09 

42 

95 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 

176637 

jC-atXP29C137JlT7026dl 

BLASTX 

g2827704 

392 

1.0e-37 

128 
64 

(AL021684) LRR-like protein [Arabidopsis thaliana] 
176638 

jC-atXP29C137J4T7034dl 

BLASTN 

g2760165 

239 

1.0e-131 

307 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAC9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176639 

jC-atXP29C137M7T7sl 

BLASTN 

g4835223 

84 

8.0e-40 

113 

92 

Arabidopsis thaliana 
(ESSA project) 



DNA chromosome 3, BAC clone F18B3 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



176640 

jC-atXP29C138J22T7047dl 

BLASTX 

g3953601 

798 

3.0e-85 

175 
91 

(AB008489) response regulator 
176641 

jC-atXP29C138K19T7sl 

BLASTN 

g4415928 

99 

8.0e-49 



6 [Arabidopsis thaliana] 



24408 



Match length 

% identity 

NCBI Description 



Seq- No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



139 
93 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176642 

jC-atXP29C139G18T7022dl 

BLASTX 

gl888357 

769 

6.0e-82 

183 

81 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

176643 

jC-atXP2 9C140A21T7006dl 

BLASTN 

g4691223 

213 

1.0e-116 

419 

99 

Arabidopsis thaliana DNA chromosome 3, BAC clone F4F15 
(ESSA project) 

176644 

jC-atXP29C140A9T7dl 

BLASTN 

g3128166 

416 

0.0e+00 

428 

99 

Arabidopsis thaliana chromosome II BAC F4I1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176645 

jC-atXP29C141GHT7088dl 

BLASTX 

g3288821 

342 

6.0e-32 

140 

56 

(AF063901) alanine :glyoxylate aminotransferase; 
transaminase [Arabidopsis thaliana] 
>gi_4733989_gb_AAD28669.1_AC007209_5 (AC007209) 
alanine-glyoxylate aminotransferase [Arabidopsis thaliana] 

176646 

jC-atXP2C73D7T7001al 

BLASTN 

g2462264 

43 



24409 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-14 

4 3. 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176647 

jC-atXP2C73E8T7003al 

BLASTX 

gl778141 

202 

2.0e-15 

115 

45 

(U66321) phosphate/phosphoenolpyruvate translocator 
precursor; PPT [Arabidopsis thaliana] 

176648 

jC-atXP2C73F2T7005al 

BLASTN 

g2564045 

67 

4.0e-29 

192 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K8K14, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176649 

jC-atXP2C7 4F9T7019al 

BLASTX 

gl362192 

157 

3.0e-10 

49 

59 

ferredoxin — thioredoxin reductase 
chain - maize 



(EC 1.18.-.-) variable 



Seq. No. 


176650 


Seq. ID 


jC-atXP2C75B3T7 021al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


42 


E value 


5.0e-14 


Match length 


42 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patat 


Seq. No. 


176651 


Seq. ID 


jC-atXP2C75F5T7030al 


Method 


BLASTX 


NCBI GI 


gll9143 


BLAST score 


566 


E value 


4.0e-58 


Match length 


109 


% identity 


100 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA {EF- 



1-ALPHA) 



24410 




>gi_81606_pir S06724 translation elongation factor eEF-1 

alpha chain - Arabidopsis thaliana >gi_295788_emb_CAA34453 
(X16430) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1369927_emb_CAA34454_ (X16431) elongation factor 
1-alpha [Arabidopsis thaliana] >gi_1369928_emb_CAA34 455_ 
(X16431) elongation factor 1-alpha [Arabidopsis thaliana] 
>gi_1532172 (U63815) EF-lalpha-Al [Arabidopsis thaliana] 
>gi_1532173 (U63815) EF-lalpha-A2 [Arabidopsis thaliana] 
>gi_1532174 (U63815) EF-lalpha-A3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176652 

jC-atXP2C75G8T7032al 

BLASTX 

g4185141 

650 

5.0e-68 
133 
93 

(AC005724: 
thaliana] 



putative calmodulin-binding protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176653 

jC-atXP2C76C12T7040al 

BLASTN 

g2462264 

41 

2.0e-13 

41 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176654 

jC-atXP2C76DHT7043al 

BLASTN 

g2462264 

39 

3.0e-12 

43 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



176655 

jC-atXP2C77A2T7049al 

BLASTX 

g2098778 

681 

1.0e-71 

134 

99 

(U96045) APS reductase 



[Arabidopsis thaliana] 



Seq. No. 176656 

Seq. ID jC-atXP2C78C9T7073al 

Method BLASTX 

NCBI GI g2058456 

BLAST score 773 

E value 2.0e-82 



24411 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151 
97 

(U66408) GTP-binding protein [Arabidopsis thaliana] 
>gi_2345150_gb_AAB67830_ (AF014822) development ally 
regulated GTP binding protein [Arabidopsis thaliana] 

176657 

jC-atXP2C7 9A3T708 9al 

BLASTN 

g3702315 

224 

1.0e-122 

544 

85 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176658 

jC-atXP2C7 9F5T7094al 

BLASTN 

g2462264 

54 

2.0e-21 

54 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176659 

jC-atXP2C7 9G7T7096al 

BLASTX 

gl710549 

147 

5.0e-09 

48 

58 

60S RIBOSOMAL PROTEIN L39 
176660 

jC-atXP30C142E13T7s2 

BLASTN 

g3766106 

19 

7.9e-01 

165 

71 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 

176661 

jC-atXP30C142L2T7s2 

BLASTN 

g4732169 

528 

0.0e+00 

543 

99 

Arabidopsis thaliana BAC T3E15 



24412 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176662 

jC-atXP30C142M7T7d2 

BLASTX 

g3236253 

311 

2.0e-28 
131 
49 

(AC004684] 
thaliana] 



receptor-like protein kinase [Arabidopsis 



176663 

jC-atXP30C14 6A5T7s2 

BLASTX 

g461903 

254 

6.0e-22 

63 
81 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) >gi_405129 
(L14844) cyclophilin [Arabidopsis thaliana] 

>gi_4490326_emb__CAB38608.1_ (AL035656) peptidylprolyl 

isomerase ROC1 [Arabidopsis thaliana] 

176664 

jC-atXP31C144C19T7d2 

BLASTN 

g2828182 

35 

6.0e-10 

140 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MOJ9, complete sequence [Arabidopsis thaliana] 

176665 

jC-atXP31C144I15T7d2 

BLASTN 

g4558586 

126 

3.0e-64 

411 

88 

Arabidopsis thaliana chromosome 1 BAC T5I8 sequence, 
complete sequence 

176666 

jC-atXP31C144I7T7d2 

BLASTX 

gl046225 

121 

3.0e-ll 

89 
54 

(U21952) ethylene response sensor [Arabidopsis thaliana] 



24413 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 2623308 (AC002409) ethylene response sensor (ERS) 
[Arabidopsis thaliana] >gi_1584365jprf_2122405A ERS gene 
[Arabidopsis thaliana] 

176667 

jC-atXP31C144J4T7d2 

BLASTX 

gl046225 

141 

1.0e-33 

183 
54 

(U21952) ethylene response sensor [Arabidopsis thaliana] 
>gi_2623308 (AC002409) ethylene response sensor (ERS) 

[Arabidopsis thaliana] >gi JL584365_prf 2122405A ERS gene 

[Arabidopsis thaliana] 

176668 

jC-atXP31C144K24T7d2 

BLASTX 

gl046225 

49 

1.0e-ll 

106 

44 

(U21952) ethylene response sensor [Arabidopsis thaliana] 
>gi_2623308 (AC002409) ethylene response sensor (ERS) 

[Arabidopsis thaliana] >gi_1584 365_prf 2122405A ERS gene 

[Arabidopsis thaliana] 

176669 

jC-atXP31C144L2T7d2 

BLASTX 

g4544399 

174 

3.0e-12 

146 

34 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176670 

jC-atXP31C145N10T7d2 

BLASTX 

gl046225 

237 

1.0e-19 

117 

54 

(U21952) ethylene response sensor [Arabidopsis thaliana] 
>gi_2623308 (AC002409) ethylene response sensor (ERS) 

[Arabidopsis thaliana] >gi_1584365jprf 2122405A ERS gene 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



176671 

jC-atXP31C14505T7d2 
BLASTX 



24414 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl046225 
449 

1.0e-54 

170 
71 

(U21952) ethylene response sensor [Arabidopsis thaliana] 
>gi_2623308 (AC002409) ethylene response sensor (ERS) 

[Arabidopsis thaliana] >gi_1584365_prf 2122405A ERS gene 

[Arabidopsis thaliana] 

176672 

jC-atXP31C14 6C23T7d2 

BLASTX 

gl046225 

177 

3.0e-84 

173 

95 

(U21952) ethylene response sensor [Arabidopsis thaliana] 
>gi_2623308 (AC002409) ethylene response sensor (ERS) 

[Arabidopsis thaliana] >gi__1584365_prf 2122405A ERS gene 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176673 

jC-atXP31C14 6E8T7d2 

BLASTX 

gl710424 

411 

4.0e-40 

94 
89 

50S RIBOSOMAL PROTEIN L21, CHLOROPLAST PRECURSOR (CL21) 

>gi_2129718_pir S71282 ribosomal protein L21 - Arabidopsis 

thaliana >gi_114 9573_emb_CAA89887_ (Z49787) chloroplast 
ribosomal large subunit protein L21 [Arabidopsis thaliana] 

176674 

jC-atXP31C14 6F10T7d2 

BLASTX 

gl046225 

332 

9.0e-31 

155 

31 

(U21952) ethylene response sensor [Arabidopsis thaliana] 
>gi_2623308 (AC002409) ethylene response sensor (ERS) 

[Arabidopsis thaliana] >gi_1584365_prf 2122405A ERS gene 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176675 

jC-atXP31C14 6F3T7d2 

BLASTX 

g3702323 

483 

2.0e-48 

188 

59 



24415 



NCBI Description (AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176676 

jC-atXP31C146I10T7d2 

BLASTN 

g2582640 

34 

1.0e-09 

38 

97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176677 

jC-atXP31C146I19T7d2 

BLASTX 

gl20675 

275 

1.0e-82 

166 

95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glycer aldehyde- 3-phosphate 

dehydrogenase {EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27 844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] . 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176678 

jC-atXP31C14 6J24T7sl 

BLASTN 

g2264320 

44 

7.0e-16 

64 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXI10, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176679 

jC-atXP31C14 6J9T7d2 

BLASTX 

g2982455 

205 

6.0e-63 

175 
74 

(AL022223) putative uracil phosphoribosyl transferase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176680 

jC-atXP31C147A15T7d2 

BLASTX 

gll74718 

179 

1.0e-45 
184 

57 



24416 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 

>gi_322579_pir JQ1674 receptor protein kinase TMK1 (EC 

2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 
(L00670) protein kinase [Arabidopsis thaliana] 

176681 

jC-atXP31C147B12T7d2 

BLASTN 

g4519183 

28 

7.0e-06 

204 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15C23, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176682 

jC-atXP31C147B12T7sl 

BLASTN 

g4519183 

34 

5.0e-10 

62 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K15C23, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176683 

jC-atXP31C147B23T7d2 

BLASTN 

g4544381 

215 

1.0e-117 

531 

85 

Arabidopsis thaliana chromosome II BAC F16F14 genomic 
sequence, complete sequence 

176684 

jC-atXP31C147B23T7sl 

BLASTN 

g4544381 

199 

1.0e-108 

385 
98 

Arabidopsis thaliana chromosome II BAC F16F14 genomic 
sequence, complete sequence 

176685 

jC-atXP31C147D12T7d2 

BLASTX 

g2244990 

481 

3.0e-48 

169 

60 



24417 



NCBI Description (Z97340) similarity to LIM homeobox protein 
Caenorhabditis [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176686 

jC-atXP31C147D14T7'd2 

BLASTX 

gl046225 

257 

3.0e-46 

190 
59 

(U21952) ethylene response sensor [Arabidopsis thaliana] 
>gi_2623308 (AC002409) ethylene response sensor (ERS) 

[Arabidopsis thaliana] >gi_1584365_prf 2122405A ERS gene 

[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176687 

jC-atXP32C144N17T7d2 

BLASTN 

g4539309 

246 

1.0e-135 

484 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19H22 
(ESSA project) 

176688 

jC-atXP32C14 6N20T7d2 

BLASTX 

g2494266 

455 

1.0e-53 

167 

67 

GTP-BINDING PROTEIN LEPA >gi_1653961_dbj_BAA18871_ (D90917) 
LepA [Synechocystis sp.] 



176689 

jC-atXP32C14 6N2T7sl 
BLASTX 
g3513730 
268 

1.0e-23 
59 
83 

(AF080118) No definition line found [Arabidopsis thaliana] 
176690 

jC-atXP32C14 6P14T7d2 
BLASTX 
g3688182 
464 

1.0e-46 

237 
50 

NCBI Description (AL031804) P-Protein - like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



24418 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176691 

jC-atXP32C14 6P16T7d2 

BLASTN 

g4539309 

80 

7.0e-37 

418 
84 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F19H22 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176692 

jC-atXP32C146PlT7d2 

BLASTX 

g4539301 

210 

3.0e-16 
144 
42 

(AL049480) 
thaliana] 



putative mitochondrial protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176693 

jC-atXP32C14 6P4T7d2 

BLASTX 

g3445207 

150 

1.0e-15 

127 
47 

(AC004786) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176694 

jC-atXP32C147E14T7d2 

BLASTX 

gl362008 

193 

4 .0e-14 

79 
14 



NCBI Description ubiquitin-like protein 12 - Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176695 

jC-atXP32C147ElT7d2 

BLASTN 

g4539309 

381 

0. 0e+00 

441 

93 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F19H22 



Seq. No. 
Seq. ID 
Method 



176696 

jC-atXP32C147E23T7d2 
BLASTN 



24419 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3800746 
35 

7.0e-10 

39 
97 

Cuphea pulcherrima 3-ketoacyl-ACP synthase (Kas4) mRNA, 
complete cds 

176697 

jC-atXP32C147F10T7d2 

BLASTN 

gl335926 

37 

3.0e-ll 

49 

94 

Synthetic E. coli Tn3-derived transposon OMP decarboxylase 
(URA3) and tetracycline efflux protein (tet) genes, 
complete cds, and beta-galactosidase gene (lacZ), partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176698 

jC-atXP32C147F20T7d2 

BLASTN 

g2828185 

37 

4 .Oe-11 

125 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUD21, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176699 

jC-atXP32C147GHT7d2 

BLASTX 

gl35467 

52 

2.0e-70 

155 
89 

TUBULIN BETA- 4 CHAIN >gi_212 9546_pir S68122 beta-tubulin 4 

- Arabidopsis thaliana >gi_166640 (M21415) beta-tubulin 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



176700 

jC-atXP32C147G24T7d2 

BLASTX 

g2586083 

270 

3.0e-23 

105 

49 

(U72725) receptor kinase-like protein [Oryza 
longistaminata] 

176701 

jC-atXP32C147G24T7sl 



24420 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4586061 

474 

1.0e-47 

86 
100 

(AC007020) 



putative BOP1 protein [Arabidopsis thaliana] 



176702 

jC-atXP32C14 7H14T7d2 

BLASTX 

g4324597 

212 

3.0e-21 

123 
56 

(AF106324) 
thaliana] 



sodium proton exchanger Nhxl [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



176703 

jC-atXP32C147H20T7d2 

BLASTN 

g4538918 

69 

4.0e-30 

403 
91 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F20B18 



176704 

jC-atXP32C147l23T7d2 

BLASTN 

gl946354 

262 

1.0e-145 

541 

96 

Arabidopsis thaliana chromosome II BAC T06B20 genomic 
sequence, complete sequence 

176705 

jC-atXP32C147K3T7d2 

BLASTN 

g3941523 

34 

3.0e-09 

38 

97 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

176706 

jC-atXP32C147K6T7d2 

BLASTN 

g2576326 

50 



24421 



E value 8.0e-19 

Match length 71 

% identity 31 

NCBI Description Phaseolus vulgaris tRNA-Pro (AGG) , tRNA-Pro (UGG) genes 

Seq. No. 176707 

Seq. ID jC-atXP32C147L15T7d2 

Method BLASTX 

NCBI GI g4544449 

BLAST score 4 6 

E value 5.0e-39 

Match length 102 

% identity 87 

NCBI Description (AC006592) putative peroxidase [Arabidopsis thaliana] 

Seq. No. 176708 

Seq. ID jC-atXP32C147L18T7d2 

Method BLASTN 

NCBI GI g3309173 

BLAST score 33 

E value 1.0e-08 

Match length 33 

% identity 100 

NCBI Description Mus musculus COP9 complex subunit 7a (COPS7a) mRNA, 
complete cds 

176709 

jC-atXP32C147L20T7d2 
BLASTX 
gl657617 
60 

2.0e-98 

239 
79 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 

Seq. No. 176710 

Seq. ID jC-atXP32C147L23T7d2 

Method BLASTN 

NCBI GI g469109 

BLAST score 197 

E value 1.0e-106 

Match length 364 

% identity 89 

NCBI Description A. thaliana (Columbia) Dil9 mRNA 

Seq. No. 176711 

Seq. ID jC-atXP32C147L7T7d2 

Method BLASTX 

NCBI GI g4262180 

BLAST score 270 

E value 3,0e-88 

Match length 175 

% identity 92 

NCBI Description (AC005508) 29621 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24422 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176712 

jC-atXP32C147M15T7d2 

BLASTN 

g3421122 

56 

2.0e-22 

385 

84 

Arabidopsis thaliana 20S proteasome beta subunit PBG1 
(PBG1) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176713 

jC-atXP32C147M2T7d2 

BLASTX 

gl890315 

69 

6.1e+00 

96 

65 

(Y11790) peroxidase ATP25a [Arabidopsis thaliana] 
176714 

jC-atXP32C147M6T7d2 

BLASTX 

gl657617 

788 

6.0e-84 

194 
87 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176715 

jC-atXP32C147O10T7d2 

BLASTN 

g2351067 

46 

2.0e-16 

233 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MPQ12, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176716 

jC-atXP32C147023T7d2 

BLASTX 

g399013 

490 

4.0e-49 

142 

71 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_1617 5__emb__CAA4 6518_ (X65549) 



24423 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



adenylate translocator [Arabidopsis thaliana] 

>gi 445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 

176717 

jC-atXP32C147024T7d2 

BLASTX 

g3152557 

177 

4.0e-52 

195 

59 

(AC002986) Contains similarity to S. cerevisiae 
hypothetical protein YOR197w, gb_Z75105. EST gb_T76227 
comes from this gene. [Arabidopsis thaliana] 

176718 

jC-atXP32C147P21T7d2 

BLASTX 

g2642429 

357 

2.0e-33 

120 

28 

(AC002391) putative poly (A) -binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176719 

jC-atXP32C148A12T7d2 

BLASTX 

gl944518 

258 

4.0e-22 

119 

53 

(Y07822) Shaggy-like kinase tetha [Arabidopsis thaliana] 
>gi_3047105 (AF058919) protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176720 

jC-atXP32C14 9C5T7d2 

BLASTX 

gl41305 

167 

2.0e-ll 

72 
54 

YPT1 -RELATED PROTEIN 2 >gi_101034_pir S127 90 GTP-binding 

protein ypt2 - fission yeast (Schizosaccharomyces pombe) 
>gi_5144_emb_CAA36707_ {X52469) ypt2 gene product (AA 
1-200) [Schizosaccharomyces pombe] >gi_5150_emb_CAA37045_ 
(X52864) ypt-related protein (AA 1-200) 
[ Schi zosaccharomyces pombe] >gi_2 414 6 62_emb_CABl 64 05_ 
(Z99262) yptl-related protein 2. [Schizosaccharomyces 
pombe] 



Seq. No. 



176721 



24424 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



jC-atXP32C14 9C7T7d2 

BLASTN 

g2815404 

38 

1.0e-ll 

314 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MMG4 , complete sequence [Arabidopsis thaliana] 



176722 

jC-atXP33C144011T7s2 

BLASTX 

g2462756 

169 

8.0e-12 

108 

43 

(AC002292) putative receptor kinase 



PI clone: 



[Arabidopsis thaliana] 



176723 

jC-atXP33C148C13T7s2 

BLASTN 

g3738275 

234 

1.0e-129 

464 

98 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



176724 

jC-atXP33C148C14T7s2 

BLASTN 

g3108025 

187 

1.0e-100 

510 
98 

Arabidopsis thaliana chromosome 
sequence [Arabidopsis thaliana] 



1 BAC T13D8, complete 



176725 

jC-atXP33C148C6T7s2 

BLASTX 

g629669 

273 

5.0e-24 

111 

43 



NCBI Description hypothetical protein - tomato 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



176726 

jC-atXP33C148DlT7s2 

BLASTN 

g3201608 

147 



24425 



E value 
Match length 
% identity 
NCBI Description 



Se-q. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-77 

251 

89 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176727 

jC-atXP33C14 8HT7s2 

BLASTN 

g2244788 

129 

2.0e-66 

320 
93 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

176728 

jC-atXP33C148M17T7s2 

BLASTN 

g2264306 

59 

9.0e-25 

153 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBK5, complete sequence [Arabidopsis thaliana] 

176729 

jC-atXP33C14 9F9T7s2 

BLASTN 

g4220645 

92 

4.0e-44 

372 
89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYA6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176730 

jC-atXP33C151A14T7s2 

BLASTX 

g3769671 

224 

3.0e-18 

116 
44 

(AF095284) Tic22 [Pisum sativum] 
176731 

jC-atXP33C151A16T7s2 

BLASTX 

g!706918 

204 

6.0e-16 

74 
50 



24426 



NCBI Description FLAVONOL SULFOTRANSFERASE-LIKE >gi_4 98 647 (U10277) 
sulfotransf erase-like flavonol [Flaveria bidentis] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176732 

jC-atXP34C149G22T7al 

BLASTN 

g2462264 

52 

5.0e-20 

56 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176733 

jC-atXP34C149G3T7al 

BLASTX 

g4741956 

102 

8.0e-04 

142 

54 

(AF134128) Lhcb4:3 protein [Arabidopsis thaliana] 
176734 

jC-atXP34C14 9HHT7al 

BLASTN 

g2462264 

42 

2.0e-14 

46 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176735 

jC-atXP34C149HlT7al 

BLASTN 

g2462264 

49 

3.0e-18 

49 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176736 

jC-atXP34C14 9J20T7al 

BLASTX 

g4835234 

148 

4.0e-09 

130 
29 

(AL04 98 62) putative cold acclimation protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 



176737 

jC-atXP34C14 9K24T7al 
BLASTN 



24427 



II 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455262 
34 

2.0e-09 

54 

4 9 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F17L22 



176738 

jC-atXP34C149L3T7al 

BLASTX 

g3164126 

415 

2.0e-40 

96 

81 

(D78598) cytochrome P450 monooxygenase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176739 

jC-atXP34C14 9M10T7al 

BLASTX 

g786117 

138 

9.0e-08 

310 
6 

(L41834) nuclear protein [Ensis minor] 
176740 

jC-atXP34C149N17T7al 

BLASTN 

g2244747 

71 

3.0e-31 

227 
92 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176741 

jC-atXP34C149016T7a 

BLASTX 

gl32744 

114 

6.0e-10 

108 
44 

60S RIBOSOMAL PROTE 
protein L23.e, cyto 
>gi_4 32 4_emb_CAA2 5 8 
[Saccharomyces cere 
(X79489) L23 B x-13 
>g i_5 3 6 1 4 2_emb_CAA8 
[Saccharomyces cere 
Ribosomal protein, 
>gi_622952 (U15653) 



IN L17 >gi_71230_pir R5BY17 ribosomal 

>solic - yeast (Saccharomyces cerevisiae) 
41_ (X01694) ribosomal protein L17 
visiae] >gi_496691_emb_CAA56018_ 
7 [Saccharomyces cerevisiae] 
4908__ (Z35848) ORE YBL087c 
visiae] >gi_603356 (U18916) Rpll7bp: 
large subunit [Saccharomyces cerevisiae] 
ribosomal protein L17B [Saccharomyces 



24428 



cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176742 

jC-atXP34C149P15T7al 

BLASTN 

g2462264 

50 

3.0e-19 

58 
97 

Cucumis sativus mRNA 
176743 

jC-atXP34C14 9P2 0T7al 

BLASTN 

g2462264 

53 

1.0e-20 

57 

98 

Cucumis sativus mRNA 



for patatin-like protein, partial 



for patatin-like protein, partial 



176744 

jC-atXP34C150D7T7al 

BLASTX 

g3510250 

601 

3.0e-62 

137 

85 

(AC005310) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



176745 

jC-atXP34C150E13T7al 

BLASTX 

g2979553 

182 

5.0e-13 

154 
30 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
176746 

jC-atXP34C150E20T7al 

BLASTN 

g3702732 

282 

1.0e-157 

564 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGF10, complete sequence [Arabidopsis thaliana] 

176747 

jC-atXP34C150F7T7al 

BLASTX 

g3176669 



24429 





• 


BLAST score 


360 


E value 


6.0e-34 


Match length 


119 


% identity 


55 


NCBI Description 


(AC004393) End 




cut off. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176748 

jC-atXP34C150H24T7al 

BLASTN 

g710625 

488 

0. 0e+00 

560 

97 

Arabidopsis thaliana mRNA for ERD15 protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176749 

jC-atXP34C150H2T7al 

BLASTN 

g2462264 

56 

2.0e-22 

56 
100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176750 

jC-atXP34C150I21T7al 

BLASTN 

g2245031 

266 

1.0e-147 

565 
47 

Arabidopsis thaliana DNA chromosome 4, ESSA I 
fragment No 



contig 



176751 

jC-atXP34C150L12T7al 

BLASTN 

g3738088 

180 

2.0e-96 

434 

89 

Arabidopsis thaliana chromosome II BAC T30L20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



176752 

jC-atXP34C150L22T7al 

BLASTN 

g2462264 

49 

3.0e-18 

49 

100 

Cucumis sativus mRNA 



for patatin-like protein, partial 



24430 



• 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176753 

jC-atXP34C150N20T7al 

BLASTN 

g4159706 

451 

0. 0e+00 

667 

99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGL6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176754 

jC-atXP34C150N4T7al 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176755 

jC-atXP34C150N4T7dl 

BLASTN 

g4159706 

42 

7.0e-15 

58 
93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGL6, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176756 

jC-atXP34C150N7T7al 

BLASTN 

g2462264 

42 

4.0e-14 

42 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176757 

jC-atXP34C150N9T7al 

BLASTX 

g4335751 

143 

2.0e-45 

112 
86 

(AC006284) 
thaliana] 



putative methyltransf erase [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



176758 

jC-atXP34C150O6T7al 
BLASTN 



24431 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2462264 
56 

2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176759 

jC-atXP34C150P17T7al 

BLASTX 

g3046700 

416 

1.0e-40 

134 

72 

(AJ005261) cytidine deaminase [Arafoidopsis thaliana] 
>gi_309327 6_emb_CAA06671_ (AJ005687) cytidine deaminase 
[Arabidopsis thaliana] >gi_4191787 (AC005917) putative 
cytidine deaminase [Arabidopsis thaliana] 

176760 

jC-atXP34C151G15T7al 

BLASTX 

gl572721 

162 

1.0e-10 

248 
5 

(U70136) megakaryocyte stimulating factor; MSF [Homo 
sapiens] 

176761 

jC-atXP34C153B6T7al 

BLASTX 

gl526422 

345 

3.0e-32 

80 

88 

(D64139) LEA protein in group 5 [Arabidopsis thaliana] 



176762 

jC-atXP34C153C5T7al 

BLASTN 

g2462264 

42 

6.0e-14 

42 
100 

Cucumis sativus mRNA 



for patatin-like protein, partial 



176763 

jC-atXP34C153D3T7al 

BLASTN 

g2462264 

47 

4.0e-17 



24432 




Match length 47 

% identity 100 

NCBI Description Cucumis sativus 




mRNA for patatin-like protein, partial 



176764 

jC-atXP35C151O10T7s2 
BLASTN 
g4220627 
48 

5.0e-18 
175 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K20J1, complete sequence [Arabidopsis thaliana] 

Seq. No. 176765 

Seq. ID jC-atXP35C153G18T7dl 

Method BLASTN 

NCBI GI g3212846 

BLAST score 122 

E value 3.0e-62 

Match length 254 

% identity 87 

NCBI Description Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 176766 

Seq. ID jC-atXP35C153H3T7dl 

Method BLASTX 

NCBI GI gl914683 

BLAST score 286 

E value 1.0e-25 

Match length 7 6 

% identity 74 

NCBI Description (Y12013) RAD23, isoform I [Daucus carota] 



Seq. No. 176767 

Seq. ID jC-atXP35C153K9T7s2 

Method BLASTN 

NCBI GI g4678705 

BLAST score 138 

E value 8.0e-72 

Match length 210 

% identity 91 

NCBI Description Arabidopsis thaliana DNA chromosome 4, BAC clone F10N7 

(ESSA project) 



Seq. No. 176768 

Seq. ID jC-atXP35C153P10T7s2 

Method BLASTN 

NCBI GI g3063438 

BLAST score 225 

E value 1.0e-123 

Match length 312 

% identity 84 

NCBI Description Complete sequence of Arabidopsis F22013, complete sequence 

[Arabidopsis thaliana] 



24433 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176769 

jC-atXP35C153P8T7s2 

BLASTN 

g3399678 

80 

4.0e-37 

168 

87 

Arabidopsis thaliana chromosome 1 BAC F13M7 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176770 

jC-atXP35C154C4T7dl 

BLASTN 

g4757405 

192 

1.0e-104 

272 
93 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MOJ10, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176771 

jC-atXP35C154E24T7dl 

BLASTN 

g3046851 

52 

9.0e-21 

129 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MIJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176772 

jC-atXP35C154F12T7s2 

BLASTX 

g4263820 

147 

2.0e-09 

48 

56 

(AC006067) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176773 

jC-atXP36C154L2T7dl 

BLASTX 

g4586109 

164 

4.0e-ll 

61 
52 

(AL049638) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



176774 

jC-atXP36C154014T7dl 
BLASTN 



24434 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3894156 . 
367 

0.0e+00 

475 

96 

Arabidopsis thaliana chromosome II BAC T16F16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176775 

jC-atXP36C154P19T7sl 

BLASTN 

g2828185 

177 

4.0e-95 

229 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUD21, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E. value 



176776 

jC-atXP36C155A!5T7sl 

BLAST X 

g2632061 

458 

9.0e-46 

92 

96 

(AJ002597) membrane-associated salt-inducible protein like 
[Arabidopsis thaliana] 

176777 

jC-atXP36C156A22T7dl 

BLASTN 

gl850600 

100 

2.0e-49 

124 
96 

Arabidopsis thaliana Rac-like protein mRNA, complete cds 
176778 

jC-atXP36C156CHT7sl 

BLASTN 

g3046854 

55 

5.0e-22 

229 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG7 , complete sequence [Arabidopsis thaliana] 

176779 

jC-atXP36C156M7T7sl 

BLASTN 

g4589412 

136 

1.0e-70 



24435 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
F6N7 , complete sequence 

176780 

jC-atXP37C156GlT7d2 

BLASTN 

g4680765 

56 

2.0e-22 

88 

91 

Arabidopsis thaliana BAC F14I23 from chromosome V near 69 
cM, complete sequence 



176781 

jC-atXP37C157H17T7d2 

BLASTN 

g2462264 

38 

1.0e-ll 

50 
94 

Cucumis sativus mRNA 



for patatin-like protein, partial 



176782 

jC-atXP37C157H6T7s2 

BLASTN 

g2995991 

164 

3.0e-87 

232 
93 

Arabidopsis thaliana dormancy-associated protein (DRM1) 
gene, complete cds 

176783 

jC-atXP37C157I16T7d2 

BLASTN 

g531828 

55 

9.0e-22 

67 

96 

Cloning vector pSportl, complete cds 



176784 

jC-atXP37C157M16T7d2 

BLASTN 

g2462264 

38 

2.0e-ll 

50 
94 

Cucumis sativus mRNA 



for patatin-like protein, partial 



24436 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176785 

jC-atXP37C157MlT7d2 

BLASTN 

g2290120 

45 

9.0e-16 

60 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176786 

jC-atXP37C157N18T7d2 

BLASTN 

g531828 

52 

6.0e-20 

64 

95 

Cloning vector pSportl, 



complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176787 

jC-atXP37C157014T7d2 

BLASTN 

g2462264 

55 

1.0e-21 

59 
98 

Cucumis sativus mRNA 



for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176788 

jC-atXP37C157P24T7d2 

BLASTX 

g259447 

231 

8.0e-19 

122 
40 

(S47409) glycine-rich protein, atGRP {clone atGRP-3} 
[Arabidopsis thaliana, C24, Peptide, 145 aa] [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176789 

jC-atXP37C159AHT7d2 

BLASTN 

g2462264 

53 

1.0e-20 

57 
98 

Cucumis sativus mRNA 



for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



176790 

jC-atXP37C159B13T7s2 

BLASTN 

g4335744 



24437 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 

2.0e-60 

203 

95 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176791 

jC-atXP37C159C2T7d2 

BLASTN 

g4544405 

34 

2.0e-09 

118 

87 

Arabidopsis thaliana chromosome II BAC F28I8 genomic 
sequence, complete sequence 

176792 

jC-atXP37C159C8T7d2 

BLASTN 

g3169718 

271 

1.0e-150 

363 
94 

Arabidopsis thaliana mRNA, similar to yeast dcpl, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176793 

jC-atXP37C159D24T7d2 

BLAST X 

g259447 

152 

1.0e-09 

32 
78 

(S47409) glycine-rich protein, atGRP {clone atGRP-3} 
[Arabidopsis thaliana, C24, Peptide, 145 aa] [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



176794 

jC-atXP37C159E10T7d2 

BLASTN 

g2462264 

35 

1.0e-09 

55 

93 

Cucumis sativus mRNA for patatin-like protein, partial 
176795 

jC-atXP37C159E!T7s2 

BLASTX 

g3702332 

169 

4.0e-12 



24438 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 
68 

(AC005397) unknown protein [Arabidopsis thaliana] 
176796 

jC-atXP38C158I19T7dl 

BLASTN 

g2182287 

49 

5.0e-19 

142 

96 

Genomic sequence for Arabidopsis thaliana BAC T7N9, 
complete sequence [Arabidopsis thaliana] 

176797 

jC-atXP38C158J7T7s2 

BLASTX 

gl053093 

448 

2.0e-44 

91 
99 

(U38550) zeta-carotene desaturase precursor [Arabidopsis 
thaliana] 

176798 

jC-atXP38C160J23T7s2 

BLASTN 

g4467131 

386 

0. Oe+00 

434 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20M13 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176799 

jC-atXP39C158P6T7sl 

BLASTX 

g2129517 

326 

3.0e-30 

62 
100 

24-sterol C-raethyltransf erase 
thaliana 



(EC 2.1.1.41) 



Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176800 

jC-atXP39C16001T7sl 

BLASTX 

g4218120 

301 

2.0e-27 

75 
69 

(AL035353) Proline-rich APG-like protein 



[Arabidopsis 



24439 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI" GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID- 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



176801 

jC-atXP39C161C17T7sl 

BLASTX 

g4454050 

570 

5.0e-59 

113 

94 

(AL035394) putative protein [Arabidopsis thaliana] 
176802 

jC-atXP39C161D17T7sl 

BLASTX 

g3169010 

189 

4.0e-14 

103 

41 

(AJ006412) putative GTP-binding protein [Homo sapiens] 
176803 

jC-atXP39C161F17T7sl 

BLASTN 

g2924733 

236 

1.0e-130 

296 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176804 

jC-atXP39C162G7T7sl 

BLASTX 

g3080421 

395 

3.0e-38 

87 

89 

(AL022604) putative protein [Arabidopsis thaliana] 
176805 

jC-atXP39C162I3T7sl 

BLASTN 

g3281845 

121 

5.0e-62 

125 

99 

Arabidopsis thaliana mRNA for LATE ELONGATED HYPOCOTYL MYB 
transcription factor >gi_4759505_emb_A68428 . 1__A68428 
Sequence 1 from Patent W09749811 



Seq. No. 
Seq. ID 



176806 

jC-atXP3C80D8T7dl 



24440 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4337210 

574 

2.0e-59 

125 

92 

(AC006403) hypothetical protein [Arabidopsis thaliana] 
176807 

jC-atXP3C80E12T7010al 

BLASTN 

g2462264 

45 

8.0e-16 

53 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
176808 

jC-atXP3C80F12T7014al 

BLASTX 

gll73624 

320 

2.0e-29 

95 
61 

(U34744) cytochrome P-450 [Phalaenopsis sp. 'hybrid 
SM9108 1 ] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



176809 

jC-atXP3C80FlT7011al 

BLASTN 

g3413696 

64 

3.0e-27 

248 
85 

Arabidopsis thaliana chromosome II BAC T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176810 

jC-atXP3C80F3T7012al 

BLASTN 

gl036816 

137 

9.0e-71 

269 

97 

Rhopalosiphum maidis 16S ribosomal RNA gene, mitochondrial 
gene encoding mitochondrial rRNA, partial sequence 

176811 

jC-atXP3C80G!T7015al 

BLASTN 

g2462264 

51 

2.0e-19 



24441 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



51 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176812 

jC-atXP3C81A12T7022al 

BLASTN 

g2462264 

52 

4.0e-20 

60 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176813 

jC-atXP3C81A7T7020al 

BLASTN 

gl872520 

233 

1.0e-128 

445 

88 

Arabidopsis thaliana zinc-finger protein Lsdl (LSD1) mRNA, 
complete cds 

176814 

jC-atXP3C81B7T7 02 4al 

BLASTN 

g3335356 

256 

1.0e-142 

457 

88 

Arabidopsis thaliana chromosome II BAC F16M14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176815 

jC-atXP3C81DlT7027al 

BLASTN 

g2462264 

50 

6.0e-19 

50 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176816 

jC-atXP3C81D5T7 028al 

BLASTX 

g2982452 

222 

7.0e-18 

106 
42 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 



24442 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176817 

jC-atXP3C81H4T7039al 

BLASTX 

g282865 

189 

6.0e-14 

122 
57 

chlorophyll a/b-binding protein - Arabidopsis thaliana 
>gi_16207_emb_CAA39534_ (X56062) chlorophyll A/B-binding 
protein [Arabidopsis thaliana] >gi_166644 (M85150) 
chlorophyll a/b-binding protein [Arabidopsis thaliana] 
>gi_4678304_emb_CAB41095.1_ (AL049655) chlorophyll 
a/b-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176818 

jC-atXP3C82B7T7042al 

BLAST N 

g2462264 

50 

7.0e-19 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176819 

jC-atXP3C82DHT7052al 

BLASTN 

g2827644 

257 

1.0e-142 

406 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18F4 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176820 

jC-atXP3C82E10T7 075al 

BLASTN 

g2462264 

50 

7.0e-19 

54 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176821 

jC-atXP3C82GHT7077al 

BLASTX 

gl07422 

125 

2.0e-06 

212 
8 

proline-rich protein PRB3S (cys) - human (fragment) 



Seq. No. 



176822 



24443 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP3C83A2T7054al 

BLASTN 

g2462264 

57 

5.0e-23 

57 

100 

Cucumis sativus mRNA 



for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176823 

jC-atXP3C83B8T7dl 

BLASTN 

g4335711 

76 

6.0e-35 

173 

85 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 176824 

Seq. ID jC-atXP3C83C10T7060al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 45 

E value 7.0e-16 

Match length 53 

% identity 96 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176825 

Seq. ID jC-atXP3C83C7T7059al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 57 

E value 4.0e-23 

Match length 57 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 

Seq. No. 176826 

Seq. ID jC-atXP3C83G7T7069al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 54 

E value 3.0e-21 

Match length 54 

% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



176827 

jC-atXP3C83H12T7074al 

BLASTN 

g531828 

55 

7.0e-22 

67 



24444 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 

Cloning vector pSportl, complete cds 
176828 

jC-atXP3C83H5T7 071al 

BLASTN 

g2462264 

35 

5.0e-10 

51 

92 

Cucumis sativus mRNA for patatin-like protein, partial 
176829 

jC-atXP3C84D7T7 085al 

BLASTX 

g2246456 

181 

5.0e-37 

100 
81 

(U714 00) S-adenosyl-methionine-sterol-C-methyltransf erase 
[Arabidopsis thaliana] 

176830 

jC-atXP3C84F7T7087al 

BLASTN 

g3269280 

63 

1.0e-26 
111 

89 

Arabidopsis thaliana DNA chromosome 4, PI clone M4I22 
(ESSAII project) 

176831 

jC-atXP3C85A5T7 088al 

BLASTX 

g4107101 

629 

1.0e-65 

130 

95 

(AB015142) AHP2 [Arabidopsis thaliana] 

>gi_4156241_dbj_BAA37110_ (AB012568) ATHP1 [Arabidopsis 
thaliana] 

176832 

jC-atXP3C85C6T7095al 

BLASTN 

g4757405 

96 

3.0e-46 

309 

76 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MOJ10, complete sequence 



24445 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176833 

jC-atXP40C161I16T7033al 

BLASTX 

gl076331 

638 

1.0e-66 

132 
94 

histidine transport protein - Arabidopsis thaliana 
>gi_510238__emb_CAA54 634_ (X77503) oligopeptide transporter 

1-1 [Arabidopsis thaliana] >gi_7 44157_prf 2014244A His 

transporter [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176834 

jC-atXP40C161I5T7017al 

BLASTX 

g3329623 

107 

3.0e-04 

232 
7 

(AF078790) 
elegans] 



No definition line found [Caenorhabditis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176835 

jC-atXP40C161J24T7073al 

BLASTX 

gl765899 

1175 

1.0e-129 

216 

98 

(Y07917) 
(U86700) 



Spot 3 protein [Arabidopsis thaliana] >gi_1839244 
EGF receptor like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176836 

jC-atXP40C161J9T7041al 

BLASTX 

g2894306 

67 

8.0e-19 

92 
53 

(AJ223329) ubiquitin extension protein 



[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176837 

jC-atXP4 0C16lK10T7dl 

BLASTN 

g3241927 

114 

1.0e-57 

185 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTE17 , complete sequence [Arabidopsis thaliana] 



PI clone: 



24446 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176838 

jC-atXP40C161L8T7058al 

BLASTX 

g3785983 

183 

3.0e-13 

56 
61 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
176839 

jC-atXP40C161M12T7019al 

BLASTX 

gl32102 

91 

1.9e-02 

161 

15 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RUBISCO SMALL SUBUNIT 2B) >gi_68 0 61_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B2 precursor - Arabidopsis thaliana >gi__16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176840 

jC-atXP4 0C161P2T7067al 

BLASTN 

g531828 

57 

4.0e-23 

65 

97 

Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176841 

jC-atXP40C162I21T7 005al 

BLASTN 

g4165340 

66 

2.0e-28 

305 
88 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176842 

jC-atXP40C162J3T7037al 

BLASTN 

g3046847 

395 

0.0e+00 

597 

91 

Arabidopsis thaliana genomic DNA, chromosomes, TAC clone: 
K11J9, complete sequence [Arabidopsis thaliana] 



24447 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description- 



176843 

jC-atXP40C162J6T7045al 

BLASTN 

g4581161 

255 

1.0e-141 

534 
71 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176844 

jC-atXP40C162K12T7006al 

BLASTN 

g3228389 

82 

9.0e-38 

130 
91 

Genomic sequence for Arabidopsis thaliana BAC F17L21, 
complete sequence [Arabidopsis thaliana] 



176845 

jC-atXP4 0C162K19T7 030al 

BLASTN 

g2462264 

53 

1.0e-20 

57 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 98 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176846 

jC-atXP40C162M10T7015al 

BLASTX 

g2244911 

259 

4.0e-22 

112 

53 

(Z97339) similar to indole-3-acetate 
beta-glucosyltransf erase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176847 

jC-atXP40C163C16T7008al 

BLASTN 

g2864607 

89 

3.0e-42 

137 
91 

Arabidopsis thaliana DNA 
{ESSAII project) 



chromosome 4, BAC clone F10M6 



Seq. No. 
Seq. ID 
Method 



176848 

jC-atXP40C164AHT7 004al 
BLASTX 



24448 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



g4193320 
318 

5.0e-29 

108 
57 

(AF045473) 



histone deacetylase [Zea mays] 



176849 

jC-atXP41C162N22T7sl 

BLASTX 

g4587535 

569 

9.0e-59 

103 
100 

(AC006577) Belongs to the PF_00657 Lipase/Acylhydrolase 
with GDSL-motif family. EST gb_R29935 comes from this gene. 
[Arabidopsis thaliana] 

176850 

jC-atXP41C162P15T7dl 

BLASTX 

g2194137 

523 

2.0e-53 

113 
87 

(AC002062) ESTs gb_R2 9947 , gb_H7 6702 come from this gene. 
[Arabidopsis thaliana] 

176851 

jC-atXP41C162P15T7sl 

BLASTN 

g2182286 

398 

0. 0e+00 
454 

96 

Sequence of BAC F20P5 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

176852 

jC-atXP41C164I3T7sl 

BLASTN 

g4539309 

36 

5.0e-ll 
112 

83 

Arabidopsis thaliana DNA chromosome 4, BAC clone F19H22 
(ESSA project) 

176853 

jC-atXP41C164N14T7sl 

BLASTN 

g2924653 

301 



24449 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-169 

405 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7, complete sequence [Arabidopsis thaliana] 

176854 

jC-atXP41C166A2T7sl 

BLASTN 

g2477521 

132 

3.0e-68 

263 
70 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176855 

jC-atXP41C166D20T7sl 

BLASTN 

g3128139 

142 

5.0e-74 

323 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MIK19, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176856 

jC-atXP43C167P12T7sl 

BLASTN 

g4063735 

142 

4.0e-74 

210 

92 

Arabidopsis thaliana BAC F18G18 from chromosome V near 60.5 
cM, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176857 

jC-atXP4 3C168E3T7003dl 

BLASTX 

gl350930 

207 

5.0e-16 

74 

59 

4 OS RIBOSOMAL PROTEIN S13 
176858 

jC-atXP43C168F20T7sl 

BLASTN 

g3766106 

204 

1.0e-lll 

236 
60 



24450 



NCBI Description Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176859 

jC-atXP43C168H2T7 018dl 

BLASTX 

g2605714 

267 

2.0e-45 

143 

71 

(AF026275) 
thaliana] 



beta-tonoplast intrinsic protein [Arabidopsis 



176860 

jC-atXP43C168I17T7 073dl 

BLASTX 

g3212852 

156 

1.0e-15 

164 

59 

(AC004005) unknown protein [Arabidopsis thaliana] 
176861 

jC-atXP43C169C10T7 095dl 

BLASTX 

g2119156 

99 

2.0e-10 

365 

9 

collagen alpha chain - tube worm (Riftia pachyptila) 
(fragment) 

176862 

jC-atXP4 3C169D19T7sl 

BLASTN 

g3212846 

190 

1.0e-103 

198 
99 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176863 

jC-atXP43C169D23T7055dl 

BLASTN 

g4454004 

192 

1.0e-103 

308 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24A6 
(ESSAII project) 



24451 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176864 

jC-atXP43C169E3T7 04 7dl 

BLASTX 

gl32110 

573 

6.0e-59 

162 
72 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68 0 60_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi_16195_emb_CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176865 

jC-atXP43C169NlT7sl 

BLASTN 

g4467131 

46 

2.0e-17 

73 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F20M13 



176866 

jC-atXP4 3C169N3T7028dl 

BLASTX 

gl076366 

712 

2.0e-83 

162 
97 

peptidylprolyl isomerase (EC 5.2.1.8) - Arabidopsis 
thaliana >gi_460968 (U07276) peptidyl-prolyl cis-trans 
isomerase [Arabidopsis thaliana] >gi_992643 (U32186) 
cyclophilin [Arabidopsis thaliana] 

>gi_1091580_prf 2021266A peptidyl-Pro cis-trans isomerase 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



176867 

jC-atXP43C169O15T7059dl 

BLASTX 

g2501064 

511 

1.0e-51 

145 

76 

PROBABLE THREONYL-TRNA SYNTHETASE, CYTOPLASMIC 
(THREONINE— TRNA LIGASE) (THRRS) >gi_2191162 (AF007270) 
Similar to threonyl-tRNA synthetase; coded for by A. 
thaliana cDNA R6537 6 [Arabidopsis thaliana] 

176868 

jC-atXP43C169O2T7067dl 
BLASTN 



24452 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E ■ value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4680765 
36 

3.0e-10 

72 
88 

Arabidopsis thaliana BAC F14I23 from chromosome V near 69 
cM, complete sequence 

176869 

jC-atXP43C169P13T7043dl 

BLASTX 

g2244869 

174 

4.0e-12 

98 

45 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
176870 

jC-atXP4 3C170A21T7 0 93dl 

BLASTX 

g284068 

129 

1.0e-06 

247 

11 

DNA-binding protein 5 - human 
176871 

jC-atXP4 3C170B13T7 077dl 

BLASTN 

g2618601 

288 

1.0e-161 

350 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHJ24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176872 

jC-atXP4 4C168K2T7090al 

BLASTX 

g3135693 

320 

3.0e-29 

136 
45 

(AF064201) glutathione S-transf erase [Gossypium hirsutum] 
176873 

jC-atXP44C169K23T7033al 

BLASTN 

g2462264 

34 

9.0e-10 

54 

91 



24453 



NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176874 

jC-atXP44C169K4T7001al 

BLASTN 

g4587677 

578 

0.0e+00 

657 

96 

Arabidopsis thaliana chromosome II BAC T22C12 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176875 

jC-atXP44C169K6T7009al 

BLASTX 

g2246532 

151 

3.0e-09 

237 

6 

(U93872) ORF 73, contains large complex repeat CR 73 
[Kaposi's sarcoma-associated herpesvirus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176876 

jC-atXP44C169M13T7026al 

BLASTX 

g4454032 

118 

7.0e-16 

136 

41 

(AL035394) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176877 

jC-atXP44C170G10T707 5al 

BLASTX 

g3482975 

629 

2.0e-65 

121 
98 

(AL031369) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176878 

jC-atXP44C170J3T7037al 

BLASTX 

gl076314 

601 

3.0e-62 

140 

86 

cystathionine gamma-lyase (EC 4.4.1.1) 1 - Arabidopsis 
thaliana (fragment) >gi_4 9916 6_emb_CAA5 614 3__ (X79707) CYS1 
[Arabidopsis thaliana] 



Seq. No. 



176879 



24454 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP44C170J8T704 5al 

BLASTN 

g2696018 

391 

0. Oe+00 

525 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXC9, complete sequence [Arabidopsis thaliana] 

176880 

jC-atXP44C171C10T7 086al 

BLASTN 

g2290120 

55 

9.0e-22 

67 

96 

HIV-1 strain M02 from USA, 
gene, partial cds 



envelope glycoprotein (env) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176881 

jC-atXP44C171ClT7078al 

BLASTN 

g2462264 

55 

9.0e-22 

59 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176882 

jC-atXP4 4C171D22T7063al 

BLASTN 

g3928074 

146 

5.0e-76 

409 

92 

Arabidopsis thaliana chromosome II BAC T7F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176883 

jC-atXP4 4C171E13T7095al 

BLASTX 

gl!3222 

290 

9.0e-26 

73 
77 

ACT IN 1 
sativa] 



>gi_295885_emb_CAA33874_ (X15865) actin [Oryza 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



176884 

jC-atXP44C171F22T7048al 

BLASTX 

g421989 



24455 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



• 

500 

2.0e-50 

172 

56 

serpin - barley >gi_19071_emb_CAA7 8822_ (Z15116) protein zx 
[Hordeum vulgare] >gi 444778 prf 1908213A protein Zx 
[Hordeum vulgare] 

176885 

jC-atXP4 4C171F7T7024al 

BLASTX 

g3319341 

429 

5.0e-42 

133 
65 

(AF077407) similar to Medicago sativa nucleic acid binding 
protein Alfin-1 (GB:L07291) [Arabidopsis thaliana] 

176886 

jC-atXP45C170L20T7041al 

BLASTN 

g3738275 

59 

2.0e-24 

309 

83 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176887 

jC-atXP45C170L24T7049al 

BLASTN 

g2462264 

50 

3.0e-19 

50 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176888 

jC-atXP45C170L8T7025al 

BLASTN 

g2262097 

185 

1.0e-99 

284 
91 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 

176889 

jC-atXP4 5C170M2T7057al 

BLASTN 

g4756963 

131 

2.0e-67 



24456 



o 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



335 
83 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

176890 

jC-atXP45C170M6T7065al 

BLASTN 

g4756963 

141 

2.0e-73 

250 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone F10M23 
(ESSA project) 

176891 

jC-atXP45C170N12T7010al 

BLASTN 

g2462264 

37 

3.0e-ll 

37 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176892 

jC-atXP45C170N7T7081al 

BLASTX 

g2262162 

187 

7.0e-14 

120 
42 

(AC002329) hypothetical protein similar to A. thaliana 
protein F19K23.19 [Arabidopsis thaliana] 

176893 

jC-atXP45C170N9T7089al 

BLASTN 

g!429224 

39 

2.0e-12 

262 

80 

A. thaliana mRNA for peroxidase ATP15a, clone EST 151A15T7 
176894 

jC-atXP4 5C17 0O16T7 066al 

BLASTN 

g4006885 

418 

0.0e+00 

434 

99 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



24457 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176895 

jC-atXP45C170O17T7074al 

BLASTN 

g2462264 

43 

8.0e-15 

47 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176896 

jC-atXP45C170O7T7034al 

BLASTX 

g2462824 

214 

5,0e-17 

77 
65 

(AF000657) similar to Jun activation domain binding protein 
[Arabidopsis thaliana] >gi_2791885 (AF042334) JAB1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176897 

jC-atXP45C170P5T7090al 

BLASTN 

g2462264 

51 

1.0e-19 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176898 

jC-atXP45C170P6T7003al 

BLASTN 

g2760166 

68 

7.0e-30 

287 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MBK20, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



176899 

jC-atXP45C171I13T7091al 

BLASTN 

g3702724 

110 

9.0e-55 

218 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K17N15, complete sequence [Arabidopsis thaliana] 

176900 

jC-atXP45C171I15T7004al 



24458 




Method BLASTN 

NCBI GI g2462264 

BLAST score 46 

E value 7.0e-17 

Match length . 50 

% identity 98 

NCBI Description Cucumis sativus 




mRNA for patatin-like protein, partial 



176901 

jC-atXP45C171I7T7083al 
BLASTN 
g3702724 
39 

2.0e-12 
217 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K17N15, complete sequence [Arabidopsis thaliana] 

Seq. No. 176902 

Seq. ID jC-atXP45C171JlT7028al 

Method BLASTN 

NCBI GI g4775269 

BLAST score 103 

E value 1.0e-50 

Match length 259 

% identity 8 6 

NCBI Description Arabidopsis thaliana srp30 gene, exons 1-12 

Seq. No. 176903 

Seq. ID jC-atXP45C171K15T7076al 

Method BLASTX 

NCBI GI g4115921 

BLAST score 213 

E value 6.0e-17 

Match length 116 

% identity 4 6 

NCBI Description (AF118222) F3H7 . 4 gene product [Arabidopsis thaliana] 

>gi_4539434_emb__CAB40022.1_ (AL049523) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 176904 

Seq. ID jC-atXP45C171K21T7084al 

Method BLASTN 

NCBI GI g531828 

BLAST score 51 

E value 1.0e-19 

Match length 70 

% identity 96 

NCBI Description Cloning vector pSportl, complete cds 

Seq. No. 176905 

Seq. ID jC-atXP45C171L22T7029al 

Method BLASTN 

NCBI GI g2462264 

BLAST score 54 

E value 2.0e-21 



24459 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176906 

jC-atXP45C171L8T7 092al 

BLASTN 

g2462264 

39 

2.0e-12 

47 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
176907 

jC-atXP45C171M19T7069al 

BLASTN 

gl523795 

64 

2.0e-27 

172 

84 

A.thaliana mRNA for cytochrome P450 
176908 

jC-atXP4 5C171NHT7 085al 

BLASTN 

g2462264 

52 

3.0e-20 

52 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176909 

jC-atXP45C171N2T7077al 

BLASTX 

g4079632 

309 

3.0e-28 

81 

80 

(AJ131722) hypothetical protein [Arabidopsis thaliana] 
176910 

jC-atXP45C171O22T7 040al 

BLASTN 

g2290120 

44 

2.0e-15 

44 
100 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

176911 

jC-atXP45C171O23T7048al 



24460 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2462264 

50 

6.0e-19 

50 
100 

Cucumis sativus 



mRNA for patatin-like protein, partial 



176912 

jC-atXP45C171O2T7022al 

BLASTN 

g2462264 

47 

3.0e-17 

47 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176913 

jC-atXP4 5C172AlT7 027al 

BLASTN 

g531832 

37 

2.0e-ll 

37 
100 

Cloning vector pSport2, complete sequence 
176914 

jC-atXP45C172A5T704 3al 

BLASTN 

g540252 

54 

2.0e-21 

58 

98 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
176915 

jC-atXP45C172A7T7059al 

BLASTN 

g2462264 

50 

3.0e-19 

50 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176916 

jC-atXP45C172A9T704 6al 

BLASTN 

g531828 

43 

8.0e-15 

43 
100 

Cloning vector pSportl, complete cds 



24461 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176917 

jC-atXP45C172B14T708 6al 

BLASTX 

g4079632 

294 

2.0e-26 

104 
65 

(AJ131722) hypothetical protein [Arabidopsis thaliana] 
176918 

jC-atXP45C172C16T7063al 

BLASTN 

g540252 

46 

7.0e-17 

46 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score^ 

E value 

Match length 

% identity 

NCBI Description 



176919 

jC-atXP45C172C23T7dl 

BLASTX 

g4539657 

127 

4.0e-18 

62 
63 

(AF061282) serine-type carboxypeptidase [Sorghum bicolor] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176920 

jC-atXP45C172E12T7016al 

BLASTN 

g2462264 

45 

3.0e-16 

49 

98 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176921 

jC-atXP45C172E15T7024al 

BLASTX 

g2146740 

257 

4.0e-22 

79 

63 

inner mitochondrial membrane protein - Arabidopsis thaliana 
>gi_603056 (U18126) inner mitochondrial membrane protein 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



176922 

jC-atXP4 6C172E20T7 051dl 

BLASTX 

gl041706 



24462 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



56 

2.0e-14 

124 
44 

(U30480) expansin At-EXP6 [Arabidopsis thaliana] 
176923 

jC-atXP4 6C172F10T7083dl 

BLASTX 

g3461837 

925 

1.0e-100 

176 
96 

(AC005315) putative expansin [Arabidopsis thaliana] 
>gi_3927842 (AC005727) expansin At Ex 6 [Arabidopsis 
thaliana] 



Seq. No. 


176924 


Seq. ID 


jC-atXP4 6C172F13T7 091al 


Method 


BLASTN 


NCBI GI 


g633027 


BLAST score 


62 


E value 


8.0e-26 


Match length 


150 


% identity 


87 


NCBI Description 


Arabidopsis thaliana mRNA for 


Seq. No. 


176925 


Seq. ID 


jC-atXP4 6C172F13T7091dl 


Method 


BLASTX 


NCBI GI 


gl352681 


BLAST score 


329 


E value 


8.0e-36 


Match length 


160 


% identity 


59 


NCBI Description 


PROTEIN PHOSPHATASE 2C (PP2C) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287__ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 

176926 

jC-atXP46C172F15T7004al 

BLASTN 

g3860243 

75 

1.0e-33 

352 
67 

Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176927 

jC-atXP4 6C172F15T7004dl 

BLASTX 

g3860261 

339 



24463 



# 



E value 


2.0e-31 


Match length 


113 


% identity 


69 


NCBI Description 


(AC005824) putative acidic ribosomal protein [Arabidop^ 




thaliana] 


Seq, No. 


176928 


Seq. ID 


jC-atXP4 6C172F16T7012al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


54 


E value 


4 . Oe-21 


Match length 


54 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


176929 


Seq. ID 


jC-atXP4 6C172H14T7076al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


51 


E value 


3.0e-19 


Match length 


51 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein, partial 


Seq. No. 


176930 


Seq. ID 


jC-atXP4 6C172H14T7 07 6dl 


Method 


BLASTX 


NCBI GI 


g3461837 


BLAST score 


75 


E value 


1.0e-19 


Match length 


184 


% identity 


40 


NCBI Description 


(AC005315) putative expansin [Arabidopsis thaliana] 




>gi 3927842 (AC005727) expansin AtEx6 [Arabidopsis 




thaliana] 


Seq. No. 


176931 


Seq. ID 


jC-atXP4 6C173B10T7009dl 


Method 


BLASTX 


NCBI GI 


g3980411 


BLAST score 


76 


E value 


1.2e+00 


Match length 


217 


% identity 


9 


NCBI Description 


(AC004561) putative proline-rich protein [Arabidopsis 




thaliana ] 


Sea No 


176932 


Seq. ID 


jC-atXP4 6C173B7T7001al 


Method 


BLASTN 


NCBI GI 


g3860243 


BLAST score 


132 


E value 


1.0e-67 


Match length 


384 


% identity 


63 



24464 



NCBI Description Arabidopsis thaliana chromosome II BAC F15K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176933 

jC-atXP4 6C173B7T7001dl 

BLASTX 

g3860261 

286 

3.0e-25 

113 

59 

(AC005824] 
thaliana] 



putative acidic ribosomal protein [Arabidopsis 



176934 

jC-atXP46C173C3T7025dl 

BLASTX 

gl041706 

78 

6.0e-10 

98 
47 

(U30480) expansin At-EXP6 [Arabidopsis thaliana] 
176935 

jC-atXP4 6C173D15T7065dl 

BLASTX 

g3461837 

401 

8.0e-70 

195 
72 

(AC005315) putative expansin [Arabidopsis thaliana] 
>gi_3927842 (AC005727) expansin At Ex 6 [Arabidopsis 
thaliana] 



Seq. No. 


176936 


Seq. ID 


jC-atXP4 6C173D23T7073dl 


Method 


BLASTX 


NCBI GI 


gl041706 


BLAST score 


436 


E value 


7.0e-43 


Match length 


174 


% identity 


57 


NCBI Description 


(U30480) expansin At-EXP6 [Arabidopsis thaliana] 


Seq. No. 


176937 


Seq. ID 


jC-atXP4 6C173E14T7 010al 


Method 


BLASTN 


NCBI GI 


g3702732 


BLAST score 


277 


E value 


1.0e-154 


Match length 


601 


% identity 


94 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, 



MGF10, complete sequence [Arabidopsis thaliana] 



24465 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176938 

jC-atXP4 6C173E7T7 081al 

BLASTN 

g3461834 

91 

2.0e-43 

198 

89 

Arabidopsis thaliana chromosome II BAC T9I4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176939 

jC-atXP4 6C173FHT7026dl 

BLASTX 

g2146741 

687 

2.0e-72 

180 

74 

isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2) - 
Arabidopsis thaliana >gi_1293565 (U49259) isopentenyl 
diphosphate : dimethylallyl diphosphate isomerase 
[Arabidopsis thaliana] 

176940 

jC-atXP4 6C173G14T7058dl 

BLASTX 

g3461837 

684 

1.0e-76 

169 

80 

(AC005315) putative expansin [Arabidopsis thaliana] 
>gi_3927842 (AC005727) expansin AtEx6 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176941 

jC-atXP4 6C173G3T7050dl 

BLASTX 

g3860261 

314 

1.0e-28 

115 
63 

(AC005824) 
thaliana] 



putative acidic ribosomal protein [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176942 

jC-atXP4 6C173H17T7090al 

BLASTN 

g2462264 

44 

5.0e-15 

52 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



24466 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176943 

jC-atXP46C173H17T7090dl 

BLASTX 

gl041706 

708 

1.0e-78 
159 

87 

(U30480) expansin At-EXP6 [Arabidopsis thaliana] 
176944 

jC-atXP4 6C173H21T7003dl 

BLASTX 

g3860261 

293 

4.0e-26 

115 
60 

(AC005824) putative acidic ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176945 

jC-atXP4 6C173H9T7074dl 

BLASTX 

gl041706 

322 

2.0e-36 

118 

69 

(U30480) expansin At-EXP6 [Arabidopsis thaliana] 
176946 

jC-atXP4 6C173J14T708 5dl 

BLASTX 

gl041706 

412 

5.0e-40 

160 
56 

(U30480) expansin At-EXP6 [Arabidopsis thaliana] 
176947 

jC-atXP4 6C173J17T7093dl 

BLASTX 

g3461837 

60 

1.0e-38 

181 
57 

(AC005315) putative expansin [Arabidopsis thaliana] 
>gi_3927842 (AC005727) expansin At Ex 6 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



176948 

jC-atXP46C173J9T7077al 

BLASTN 

g4159700 



24467 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



121 

4.0e-61 

417 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K1L20, complete sequence 

176949 

jC-atXP4 6C173J9T7077dl 

BLASTN 

g4159700 

51 

2.0e-19 

199 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K1L20, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176950 

jC-atXP4 6C173K22T7006dl 

BLASTX 

g4309738 

1098 

1.0e-120 - - 

211 

100 

(AC006439) putative tubby protein [Arabidopsis thaliana] 
176951 

jC-atXP4 6C173M10T7 030al 

BLASTX 

g2262167 

343 

6.0e-32 

150 

51 

(AC002329) cytosolic ribosomal protein S4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176952 

jC-atXP4 6C174AlT7015al 

BLASTX 

g3461837 

343 

5.0e-32 

136 

59 

(AC005315) putative expansin [Arabidopsis thaliana] 
>gi_3927842 (AC005727) expansin At Ex 6 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



176953 

jC-atXP4 6C174AlT7015dl 

BLASTX 

g2828241 

148 

5.0e-12 



24468 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



134 
41 

(AJ000885) 



Expansin [Brassica napus] 



176954 

jC-atXP46C174BlT7023dl 

BLASTX 

gl486472 

104 

2.0e-54 

171 

73 

(X99853) oxoglutarate malate translocator [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI.GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



176955 

jC-atXP4 6C174B22T7047al 

BLASTX 

gl255425 

189 

2.0e-13 

391 
4 

(U53154) No definition line found [Caenorhabditis elegans] 
176956 

jC-atXP4 6C174B22T7047dl 

BLASTX 

g3874243 

91 

1.2e-02 

155 
13 

(Z70204) similar to PHD-finger.; cDNA EST EMBL:T00556 comes 
from this gene; cDNA EST yk344f7.5 comes from this gene 
[Caenorhabditis elegans] 

176957 

jC-atXP4 6C174C14T7 063dl 

BLASTX 

g585349 

91 

1.0e-18 

93 
53 

CASEIN KINASE II, ALPHA CHAIN 1 (CK II) 

>gi_419752_pir S31098 casein kinase II (EC 2.7.1.-) 

alpha-type chain (clone ATCKA1) - Arabidopsis thaliana 
>gi_391603_dbj_BAA01090_ (D10246) casein kinase II 
catalytic subunit [Arabidopsis thaliana] 

176958 

jC-atXP4 6C174D9T7 07 9dl 

BLASTX 

g3461837 

813 

5.0e-87 



24469 



II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157 
94 

(AC005315) putative expansin [Arabidopsis thaliana] 
>gi_3927842 (AC005727) expansin At Ex 6 [Arabidopsis 
thaliana] 

176959 

jC-atXP4 6C174ElT7095dl 

BLASTN 

g4309747 

92 

7.0e-44 

509 
86 

Arabidopsis thaliana chromosome II BAC T13E11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176960 

jC-atXP4 6C174G14T7056al 

BLASTX 

gl32102 

361 

5.0e-34 

161 
51 

RIBULOSE BIS PHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 
(RCJBISCO SMALL SUBUNIT 2B) >gi_68061_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 

B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 

thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176961 

jC-atXP47C17 6A10T7d2 

BLASTX 

g2119846 

506 

1.0e-51 

96 
97 

chlorophyll a/b-binding protein type I precursor LhblB2 - 
Arabidopsis thaliana >gi_16364_emb_CAA45790_ (X64460) 
photosystem II type I chlorophyll a /b binding protein 
[Arabidopsis thaliana] >gi_3128230 (AC004077) photosystem 
II type I chlorophyll a/b binding protein [Arabidopsis 
thaliana] >gi_3337371 (AC004481) photosystem II type I 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

176962 

jC-atXP4 8C17 5F5T7s2 

BLASTX 

g3115852 

158 

6.0e-ll 

39 
85 

(AL022023) putative protein [Arabidopsis thaliana] 



24470 



Seq. No. 


176963 


Seq. ID 


jC-atXP48C177E14T7s2 


Method 


BLASTX 


NCBI GI 


g3043443 


BLAST score 


188 


E value 


1.0e-14 


Match length 


45 


% identity 


33 


NCBI Description 


(AJ005257) unnamed p 


Seq. No. 


176964 


Seq. ID 


jC-atXP4 8C17 7E6T7d2 


Method 


BLASTX 


NCBI GI 


g3157927 


BLAST score 


187 


E value 


3.0e-14 


Match length 


55 


% identity 


64 


NCBI Description 


(AC002131) Contains 




inhibitor gb__L07 918 




thaliana] 


Seq. No. 


176965 


Seq. ID 


jC-atXP48C178D6T7s2 


Method 


BLASTN 


NCBI GI 


g2924652 


BLAST score 


93 


E value 


4.0e-45 


Match length 


157 


% identity 


46 



[Arabidopsis 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K9L2, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176966 

jC-atXP4 9C177J14T7042al 

BLASTX 

gl27045 

550 

3.0e-56 

127 

84 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOS YLTRANS FERAS E 2) (ADOMET SYNTHETASE 2) 

>gi_99756_pir JQ0410 methionine adenosyltransf erase (EC 

2.5.1.6) 2 - Arabidopsis thaliana >gi_166874 (M33217) 
S-adenosylmethionine synthetase (sam-2) [Arabidopsis 
thaliana] >gi_4558554_gb_AAD2264 7 . 1_AC007138_11 (AC007138) 
S-adenosylmethionine synthase 2 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



176967 

jC-atXP4 9C177L9T7027al 

BLASTN 

g4454587 

91 

3.0e-43 

301 



24471 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 

176968 

jC-atXP4 9C177N17T7075al 

BLASTX 

g4510373 

292 

5.0e-26 

108 
54 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176969 

jC-atXP4 9C177N23T7004al 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176970 

jC-atXP4 9C177P13T7052al 

BLASTX 

g4210330 

683 

7.0e-72 

137 

94 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 

176971 

jC-atXP4 9C177P9T7036al 

BLASTN 

g4733952 

66 

2.0e-28 

287 
88 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 
sequence, complete sequence 

176972 

jC-atXP4 9C178H19T7 041al 

BLASTN 

g4454587 

64 

3.0e-27 

96 
92 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



24472 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



176973 

jC-atXP4 9C178K4T708 6al 

BLASTX 

g2979555 

561 

1.0e-57 

123 

85 

(AC003680) unknown protein [Arabidopsis thaliana] 
176974 

jC-atXP49C178N4T7031al 

BLAST N 

g2462264 

58 

1.0e-23 

58 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
176975 

jC-atXP4 9C178P2T7021al 

BLASTN 

g2462264 

58 

1.0e-23 

58 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176976 

jC-atXP4 9C178P8T7037al 

BLASTN 

g2462264 

57 

5.0e-23 

57 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176977 

jC-atXP4 9C17 9B19T7016al 

BLASTN 

g3212846 

105 

1.0e-51 

353 
90 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

176978 

jC-atXP4 9C180A7T7085al 

BLASTN 

g2462264 

47 



24473 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-17 

55 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
176979 

jC-atXP4 9C180B2T7014al 

BLASTN 

g2462264 

58 

8.0e-24 

58 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
176980 

jC-atXP4C85D7T7005al 

BLASTN 

g3482964 

278 

1.0e-155 

517 

95 

Arabidopsis thaliana DNA chromosome 2, BAC clone F13D4 
(ESSAII project) 

176981 

jC-atXP4C86BHT7014al 

BLASTX 

gl350522 

151 

2.0e-09 

82 
45 

(L47115) late embryogenesis abundant protein [Picea glauca] 
176982 

jC-atXP4C8 6D5T7016al 

BLASTX 

g285741 

201 

2.0e-15 

137 

40 

(D14550) EDGP precursor [Daucus carota] 
176983 

jC-atXP4C86E4T7020al 

BLASTX 

g2738248 

319 

3.0e-29 

92 

74 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 



24474 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176984 

jC-atXP4C86E8T7021al 

BLASTN 

g2290120 

58 

1.0e-23 

62 
98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176985 

jC-atXP4C86F12T7026al 

BLASTX 

g4206789 

429 

4.0e-42 
121 
69 

(AF112864) 
thaliana] 



syntaxin-related protein At-SYRl [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176986 

jC-atXP4C86F6T7023al 

BLASTN 

g2462264 

57 

5.0e-23 

57 

100 

Cucumis sativus mRNA 



for patatin-like protein, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176987 

jC-atXP4C86F8T7024al 

BLASTN 

g886425 

301 

1.0e-168 

622 
98 



NCBI Description A. thaliana GPRP gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176988 

jC-atXP4C87E9T7031al 

BLASTN 

g531828 

58 

1.0e-23 

62 
98 

Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



176989 

jC-atXP4C87H10T7 03 9al 

BLASTN 

g2462264 

50 



24475 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-19 

50 

100 

Cucumis sativus raRNA for patatin-like protein, partial 
176990 

jC-atXP4C87H6T7037al 

BLASTN 

g3883125 

220 

1.0e-120 

248 
96 

Arabidopsis thaliana arabinogalactan-protein (AGP4) mRNA, 
complete cds 

176991 

jC-atXP4C88A20T7056al 

BLASTN 

g531828 

53 

1.0e-20 

64 

97 

Cloning vector pSportl, complete cds 
176992 

jC-atXP4C88A8T7041al 

BLASTX 

g2497733 

607 

6.0e-63 

118 

98 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1177796 (M80567) non-specific lipid transfer protein 
[Arabidopsis thaliana] >gi_378 6018 (AC0054 99) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



176993 

jC-atXP4C88C3T7042al 

BLASTN 

g2462264 

54 

3.0e-21 

54 

100 

Cucumis sativus mRNA 
176994 

jC-atXP4C8 8D7T7 043al 

BLASTN 

g2290120 

56 

1.0e-22 

64 

97 



for patatin-like protein, partial 



24476 



NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



176995 

jC-atXP4C88ElT704 6al 

BLASTN 

g2462264 

56 

2.0e-22 

56 

100 

Cucumis sativus raRNA for patatin-like protein, partial 
176996 

jC-atXP4C88E2T7047al 

BLASTN 

g2462264 

55 

8.0e-22 

59 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
176997 

jC-atXP4C88G19T7dl 

BLASTN 

g2351063 

37 

8.0e-12 

115 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCL19, complete sequence [Arabidopsis thaliana] 



Seq. No. 


176998 


Seq. ID 


jC-atXP4C88H13T7071al 


Method 


BLASTN 


NCBI GI 


g2462264 


BLAST score 


51 


E value 


2.0e-19 


Match length 


51 


% identity 


100 


NCBI Description 


Cucumis sativus mRNA 


Seq. No. 


176999 


Seq. ID 


jC-atXP4C88LHT7089al 


Method 


BLASTX 


NCBI GI 


g4098647 


BLAST score 


360 


E value 


5.0e-34 


Match length 


120 


% identity 


62 


NCBI Description 


(U80668) homogentisat 




thaliana] 


Seq. No. 


177000 


Seq. ID 


jC-atXP4C88L20T7093al 



24477 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

g598848 

55 

9.0e-22 

63 
97 

Human HepG2 3 T 



region Mbol cDNA, clone hmd4hl2m3 



177001 

jC-atXP50C17 9F6T7067dl 

BLASTN 

g2739359 

110 

8.0e-55 

142 
94 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177002 

jC-atXP50C17 9H12T7052dl 

BLASTX 

g2500376 

201 

2.0e-15 
120 
2 8 

60S RIBOSOMAL PROTEIN L34 >gi_42 62177_gb_AAD14 4 94_ 
(AC005508) 23552 [Arabidopsis thaliana] 



177003 

jC-atXP50C17 9H24T7 084dl 

BLASTX 

g3219355 

375 

6.0e-36 

130 

62 

(AF062371) ROOT HAIRLESS 



1 [Arabidopsis thaliana] 



177004 

jC-atXP50C17 9H6T7028dl 

BLASTN 

g3738313 

35 

5-0e-lO 

39 
97 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177005 

jC-atXP50C179H9T704 4dl 

BLASTX 

g2801536 

222 

4 ,0e-35 



24478 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



154 
53 

(AF039531) lysophospholipase homolog [Oryza sativa] 
177006 

jC-atXP50C179J7T7053dl 

BLASTN 

g4490291 

61 

1.0e-25 

354 
84 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17M5 
(ESSA project) 

177007 

jC-atXP50C17 9K16T7048dl 

BLASTX 

g3157947 

138 

5.0e-ll 

105 
25 

(AC002131) Similar to protein gb_Z74 962 from Brassica 
oleracea which is similar to bacterial YRN1 and HEAHIO 
proteins. ESTs gbJT21954, gb_T04283, gb_Z37609, gb_N37366, 
gb_R90704, gb_F15500 and gb_F14353 come from this gene. 

[Arabidopsis tha 

177008 

jC-atXP50C17 9L20T7096dl 

BLASTN 

g3941523 

44 

2.0e-15 

48 

98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

177009 

jC-atXP50C17 9L2T7080dl 

BLASTX 

g3130051 

352 

3.0e-33 

144 

51 

(AL023518) conserved hypothetical protein 
[Schizosaccharomyces pombe] 

177010 

jC-atXP50C180C16T7sl 

BLASTN 

g4455321 

34 

5.0e-10 



24479 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



114 
82 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F4I10 



177011 

jC-atXP50C180D9T7sl 

BLASTN 

g533708 

69 

8.0e-31 

125 
89 

Arabidopsis thaliana Columbia homeotic APETALA2 protein 
(APETALA2) mRNA, complete cds 



177012 

jC-atXP50C180E15T7057dl 

BLASTN 

g3869069 

198 

1.0e-107 

308 
97 

Arabidopsis thaliana genomic DNA r chromosome 3, 
MEB5, complete sequence [Arabidopsis thaliana] 



PI clone 



177013 

jC-atXP50C180E9T704 9dl 

BLASTX 

g2499811 

479 

4.0e-48 

120 
76 

PROFILIN 2 >gi_1353766 (U43323) 
thaliana] >gi_1353772 (U43326) 
thaliana] 



profilin 2 [Arabidopsis 
profilin 2 [Arabidopsis 



177014 

jC-atXP50C180ElT7065dl 

BLASTN 

g3869069 

60 

6.0e-25 

194 

84 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MEB5, complete sequence [Arabidopsis thaliana] 

177015 

jC-atXP50C180F6T7081dl 

BLASTX 

gl402908 

234 

7.0e-27 
131 



24480 



% identity 

NCBI Description 



60 

(X98315) peroxidase [Arabidopsis thaliana] 
>gi_1429221_emb_CAA67313_ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_4455802_emb_CAB37193_ (AJ133036) 
peroxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



177016 

jC-atXP50C180G20T7058dl 

BLASTX 

g3219355 

75 

6.0e-17 

130 
41 

(AFO 62371) ROOT HAIRLESS 



1 [Arabidopsis thaliana] 



177017 

jC-atXP50C180G7T7042dl 

BLASTN 

g4519188 

126 

2.0e-64 

246 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K21L19, complete sequence 



TAC clone: 



177018 

jC-atXP50C180I18T7069dl 

BLASTX 

g3461837 

281 

2.0e-27 

109 

70 

(AC005315) putative expansin [Arabidopsis thaliana] 
>gi_3927842 (AC005727) expansin At Ex 6 [Arabidopsis 
thaliana] 



177019 

jC-atXP50C180J21T7sl 

BLASTX 

g3859599 

301 

2.0e-27 

71 
75 

(AF104919) similar to class I chitinases 
E=1.2e-142, N=l) [Arabidopsis thaliana] 



(Pfam: PF00182, 



177020 

jC-atXP50C180K16T7sl 

BLASTX 

gl68524 

268 

1.0e-23 

56 



24481 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



86 

(M31483) glyceraldehyde-3-phosphate dehydrogenase precursor 
[Zea mays] 

177021 

jC-atXP50C180K17T7062dl 

BLASTX 

gl076634 

359 

4.0e-34 

147 
49 

protein-serine/threonine kinase NPK15 - common tobacco 
>gi_505146_dbj_BAA06538_ (D31737) protein-serine/threonine 
kinase [Nicotiana tabacum] 

177022 

jC-atXP50C180K9T7038dl 

BLASTX 

gl565225 

262 

1.0e-22 

104 

54 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
177023 

jC-atXP50C181A12T7023dl 

BLASTX 

g4235430 

255 

6.0e-22 

110 

52 

(AF098458) latex-abundant protein [Hevea brasiliensis] 
177024 

jC-atXP51C181D21T7sl 

BLASTN 

g3985958 

235 

1.0e-129 

331 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177025 

jC-atXP51C181G8T7sl 

BLASTN 

g3738313 

253 

1.0e-140 

368 
92 

Arabidopsis thaliana chromosome II BAC T29E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



24482 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177026 

jOatXP52C181K21T7s2 

BLASTN 

g3785968 

54 

5.0e-22 

104 

95 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177027 

jC-atXP52C181M9T7s2 

BLASTX 

g2493738 

182 

3.0e-13 

65 
54 

ATP-DEPENDENT CLP PROTEASE PROTEOLYTIC SUBUNIT 
(ENDOPEPTIDASE CLP) >gi_1377852 (U55059) ClpP [Yersinia 
enterocolitica] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177028 

jC-atXP52C183K2T7s2 

BLASTN 

g2656028 

335 

0.0e+00 

343 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNF13 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177029 

jC-atXP53C183K20T7066al 

BLASTN 

g2462264 

36 

1.0e-10 

40 
97 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177030 

jC-atXP53C183K22T7 074al 

BLASTN 

g2462264 

44 

2.0e-15 

52 

96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 



177031 

jC-atXP53C183N22T7 059dl 



24483 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
..% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4741962 

299 

5.0e-27 

92 

43 

(AF134131) PsbS protein [Arabidopsis thaliana] 
177032 

jC-atXP53C183N7T7043al 

BLASTN 

g4757409 

117 

6.0e-59 

330 
88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVC8, complete sequence 

177033 

jC-atXP53C183O15T7083dl 

BLASTX 

gl6374 

364 

1.0e-34 

106 

67 

(X03908) chlorophyll a/b binding protein (LHCP AB 180) 
[Arabidopsis thaliana] 

177034 

jC-atXP53C183O5T7067dl 

BLASTX 

g4115943 

513 

4.0e-52 

96 

100 - . 

(AF118223) contains similarity to eukaryotic protein kinase 
domains (Pfam: PF00069, score=312.6 / £=4.76-90, N=l) and EF 
hand domains (Pfam: PF00036, score-131, E=2.1e-35, N=4) 
[Arabidopsis thaliana] 

177035 

jC-atXP53C184A18T7001al 

BLASTN 

g3869073 

199 

1.0e-108 

405 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MKN22, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 



177036 

jC-atXP53C184C23T7081al 
BLASTN 



24484 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g531828 
34 

1.0e-09 

34 
100 

Cloning vector pSportl, complete cds 
177037 

jC-atXP53C184G13T7029al 

BLASTN 

g4454447 

150 

1.0e-78 

327 

91 

Arabidopsis thaliana chromosome II BAC F5H14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177038 

jC-atXP53C184G4T7021al 

BLASTN 

g2373402 

68 

9.0e-30 

223 
89 

Arabidopsis thaliana mRNA, partial cds 
177039 

jC-atXP53C184H16T7 053al 

BLASTN 

g2924733 

67 

3.0e-29 

278 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177040 

jC-atXP53C184I7T7 0 93dl 

BLASTX 

gl694976 

252 

2.0e-21 

69 
80 

(Y09482) HMG1 [Arabidopsis thaliana] 
>gi_2832361_emb_CAA74402_ (Y14073) HMG 
thaliana] 



protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



177041 

jC-atXP53C184JlT7030al 

BLASTN 

g4335711 

58 

7.0e-24 



24485 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



123 
86 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177042 

jC-atXP53C184KlT7054dl 

BLASTN 

g2264320 

39 

1.0e-12 

104 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, Pi clone: 
MXI10, complete sequence [Arabidopsis thaliana] 



177043 

jC-atXP53C184L2T7070dl 

BLASTX 

g81615 

166 

2.0e-ll 

129 

41 

G-box^binding factor 1 - 
>g i_l 6 2 8 6_emb_CAA4 5 3 5 6_ 
[Arabidopsis thaliana] 



Arabidopsis thaliana 
(X638 94) G-box binding factor 1 



177044 

jC-atXP53C185A21T7060al 

BLASTN 

g540252 

33 

7.0e-09 

33 
100 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
177045 

jC-atXP53C185A23T7068dl 

BLASTN 

gl6285 

42 

1.0e-14 

42 

100 

A. thaliana mRNA GBF1 for G-box binding factor 



177046 

jC-atXP53C185A7T704 4al 

BLASTX 

g4539335 

285 

2.0e-25 

73 

63 

(AL035539) putative protein 



[Arabidopsis thaliana] 



24486 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177047 

jC-atXP53C185B13T7092al 

BLASTN 

gl871173 

110 

7.0e-55 

238 
87 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 



177048 

jC-atXP53C185C24T7023al 

BLASTN 

g2290120 

48 

8.0e-18 

67 
96 

HIV-1 strain M02 from USA, 
gene, partial cds 



envelope glycoprotein (env) 



177049 

jC-atXP53C185C24T7023dl 

BLASTN 

g4454022 

93 

1.0e-44 

198 
92 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F9D16 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177050 

jC-atXP53C185D15T704 7al 

BLASTN 

gl6335 

127 

6.0e-65 

361 
85 

Arabidopsis thaliana mRNA for 
CoA reductase (EC 1.1.1.34) 



3-hydroxy-3-methylglutaryl 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177051 

jC-atXP53C185F10T7079dl 

BLASTX 

g3482924 

700 

5.0e-74 

138 

100 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase, gi__1143445 [Arabidopsis thaliana] 



Seq. No. 



177052 



24487 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP53C185FllT7087dl 

BLASTN 

gl6181 

43 

7.0e-15 

187 
88 

A.thaliana gene for tonoplast intrinsic protein 
alpha-TIP (Ara) >gi_166622_gb_M84343_ATHATIP Arabidopsis 
thaliana tonoplast intrinsic protein (alpha-TIP) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177053 

jC-atXP54C184O13T704 9al 

BLASTN 

g2264320 

84 

3.0e-39 

124 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXI10, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177054 

jC-atXP54C184PllT7089dl 

BLASTN 

g3869075 

132 

5.0e-68 

380 
83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXK3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177055 

jC-atXP54C185I9T7 091al 

BLASTX 

g2529665 

434 

7.0e-43 

108 
80 

(AC002535) 
thaliana] 



putative ribosomal protein L7A [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177056 

jC-atXP54C185l9T7091dl 

BLASTX 

g2529665 

176 

1.0e-12 
117 

36 

(AC002535) 
thaliana] 



putative ribosomal protein L7A [Arabidopsis 



Seq. No. 



177057 



24488 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP54C185K4T7020al 

BLASTN 

g2791999 

36 

1.0e-10 

111 

86 

Arabidopsis thaliana mRNA for ribosomal protein L4 
177058 

jC-atXP54C185M3T7036dl 

BLASTN 

g3241920 

60 

5.0e-25 

119 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAE1, complete sequence [Arabidopsis thaliana] 

177059 

jC-atXP54C185N21T7092al 

BLASTX 

g2511576 

196 

6.0e-15 

61 
61 

(Y13177) multicatalytic endopeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



177060 

jC-atXP54C185N2T7060al 

BLASTN 

g2804257 

52 

3.0e-20 

76 

92 

Arabidopsis thaliana DNA for phosphoglycerate 
dehydrogenase, complete cds 

177061 

jC-atXP54C185N3T7068dl 

BLASTX 

g4580455 

525 

9.0e-57 

145 

85 

(AC006081) unknown protein [Arabidopsis thaliana] 
177062 

jC-atXP54C185N5T707 6al 

BLASTN 

g2462264 

34 



24489 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-09 

38 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
177063 

jC-atXP54C18 6AHT7050dl 

BLASTX 

gl542941 

60 

2.0e-09 

105 

44 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 
177064 

jC-atXP54C18 6A19T7058al 

BLASTN 

g2462264 

33 

8.0e-09 

37 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
177065 

jC-atXP54C18 6A22T7074al 

BLASTN 

g2564046 

43 

7.0e-15 

67 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MGI19, complete sequence [Arabidopsis thaliana] 

177066 

jC-atXP54C18 6A24T7082dl 

BLASTN 

g2088638 

179 

5.0e-96 

371 

87 

Arabidopsis thaliana chromosome II BAC T28M21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177067 

jC-atXP54C18 6A4T702 6al 

BLASTX 

gl31011 

125 

•1.0e-06 

159 

5 

SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) (CONTAINS: 
PEPTIDE P-D) 



24490 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177068 

jC-atXP54C186B23T7035al 

BLASTN 

g3985949 

79 

2.0e-36 

276 
91 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MOB24, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177069 

jC-atXP54C186C10T7051al 

BLASTN 

g2290120 

56 

1.0e-22 

63 
98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177070 

jC-atXP54C18 6C3T7043al 

BLASTN 

g2264305 

129 

4.0e-66 

426 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBK23, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177071 

jC-atXP54C186C3T7043dl 

BLASTX 

g4539292 

472 

2.0e-47 

128 
75 

(AL049480) 
thaliana] 



putative ribosomal protein S10 [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177072 

jC-atXP54C18 6DlT7075dl 

BLASTX 

g4580455 

329 

1.0e-30 

150 
56 

(AC006081) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



177073 

jC-atXP54C186D23T7077al 



24491 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 
g24 622^64 
35 

5.0e-10 

39 
97 

Cucumis sativus 



mRNA for patatin-like protein, partial 



177074 

jC-atXP54C186E12T7 014al 

BLASTN 

g642161 

144 

3.0e-75 

243 

90 

A.thaliana gene for chloroplast ribosomal protein S13 



177075 

jC-atXP54C18 6E14T7022dl 

BLASTN 

g2865461 

67 

3.0e-29 

123 

89 

Arabidopsis thaliana lactate dehydrogenase 
complete cds 



(LDH1) gene, 



177076 

jC-atXP54C186E15T7030al 

BLASTN 

g4455348 

205 

1.0e-lll 

292 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T13J8 



177077 

jC-atXP54C186E2T7085al 

BLASTN 

g2462264 

33 

7.0e-09 

37 

97 

Cucumis sativus mRNA for patatin-like protein, partial 
177078 

jC-atXP54C186F21T7031dl 

BLASTN 

g4678291 

60 

3.0e-25 
115 



24492 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



88 

Arabidopsis thaliana DNA chromosome 3, BAC clone 
(ESSA project) 



F28P10 



177079 

jC-atXP54C18 6HHT7008dl 

BLASTX 

g629602 

141 

3.0e-28 

107 

64 

probable imbibition protein - wild cabbage 
>gi_488787__emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

177080 

jC-atXP54C187A14T7 061al 

BLASTN 

gl!45694 

100 

6.0e-49 

124 

97 

Arabidopsis thaliana actin (ACT3) gene, complete cds 
177081 

jC-atXP54C188I22T7062al 

BLASTX 

g746540 

145 

6.0e-09 

72 
40 

(U23521) No definition line found [Caenorhabditis elegans] 
177082 

jC-atXP54C188I23T7070al 

BLASTN 

g2462264 

33 

7.0e-09 

37 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
177083 

jC-atXP54C188I8T704 6dl 

BLASTN 

g2618677 

111 

2.0e-55 

263 
90 

Arabidopsis thaliana BAC F21B7 chromosome 1, complete 
sequence [Arabidopsis thaliana] 



24493 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177084 

jC-atXP55C18 6JHT7s2 

BLASTN 

g2924734 

134 

4.0e-69 

341 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXE10, complete sequence [Arabidopsis thaliana] 



177085 

jC-atXP55C18 6J13T7d2 

BLASTX 

g3273198 

289 

8.0e-26 

58 
100 

(AB010916) responce reactor2 
>gi_4 67831 8_emb_CAB4 112 9 . 1_ 
[Arabidopsis thaliana] 



[Arabidopsis thaliana] 
(AL04 9658) responce reactor2 



177086 

jC-atXP55C18703T7s2 

BLASTN 

gl66695 

96 

8.0e-47 

188 

88 

Arabidopsis thaliana recombination and DNA-damage 
resistance protein (DRT112) mRNA, complete cds 

177087 

jC-atXP57C190G14T7dl 

BLASTX 

g3915023 

209 

3.0e-17 

57 
68 

SUCROSE-PHOSPHATE SYNTHASE 1 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYLTRANSFERASE 1) 
>gi_2588888_dbj_BAA23213_ (AB005023) sucrose-phosphate 
synthase [Citrus unshiu] 

177088 

jC-atXP57C190GlT7005al 

BLASTN 

g2673901 

100 

8.0e-49 

323 
85 

Arabidopsis thaliana chromosome II BAC T24P15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



24494 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177089 

j_C-atXP57C190H21T7010al 

BLASTN 

g2462264 

51 

1.0e-19 

55 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



177090 

jC-atXP57C190H3T7007al 

BLASTN 

g4589434 

72 

3.0e-32 

72 
100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNJ7, complete sequence 



PI clone 



Seq. No. 
Seq. ID 

Method 



177091 

jC-atXP57C190I17T7015al 

BLASTX 

g4587685 

49 

3.0e-27 

98 

71 

(AC007197) putative methylmalonate semi-aldehyde 
dehydrogenase [Arabidopsis thaliana] 

177092 

jC-atXP57C190I5T7011al 

BLASTN 

g2462264 

41 

5.0e-14 

41 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
177093 

jC-atXP57C190J12T7018al 

BLASTN 

gl877523 

65 

5.0e-28 

93 

92 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 

177094 

jC-atXP57C190OHT7042al 
BLASTN 



24495 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2290120 
47 

2.0e-17 

47 
100 

HIV-1 strain M02 from USA, envelope glycoprotein 
gene, partial cds 



(env) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



177095 

jC-atXP57C190O14T7 043al 

BLASTN 

g4803835 

154 

5.0e-81 

287 
88 

Arabidopsis thaliana mRNA for a dynamin-like protein ADL3, 
complete cds 

177096 

jC-atXP57C190O9T7041al 

BLASTN 

g2290120 

53 

7.0e-21 

65 
95 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

177097 

jC-atXP57C190P9T7045al 

BLASTN 

g4163996 

201 

1.0e-109 

285 
93 

Arabidopsis thaliana alpha-xylosidase precursor (XYL1) 
mRNA, partial cds 

177098 

jC-atXP57C191F16T7058al 

BLASTX 

g2072626 

346 

2.0e-32 

81 

88 

(Y12904) hypothetical protein [Arabidopsis thaliana] 
>gi__3281856_emb_CAA19751_ (AL031004) Transcription factor 
II homolog [Arabidopsis thaliana] 

177099 

jC-atXP57C191I13T7068al 

BLASTN 

g2266411 



24496 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

4.0e-28 

219 
88 

Arabidopsis thaliana GST11 gene 
177100 

jC-atXP57C191J2T7072al 

BLASTN 

g2462264 

37 

3.0e-ll 

41 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
177101 

jC-atXP57C191K16T7075al 

BLASTN 

g2462264 

33 

8.0e-09 

33 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
177102 

jC-atXP57C191K19T707 6al 

BLASTN 

g4519791 

348 

0.0e+00 

416 

95 

Arabidopsis thaliana mRNA for Aspl, complete cds 
177103 

jC-atXP57C192A2T704 9al 

BLASTN 

g2656031 

217 

1.0e-118 

337 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC20 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177104 

jC-atXP57C192A9T7dl 

BLASTN 

g2815519 

196 

1.0e-106 

208 
99 

Arabidopsis thaliana BAC T5J8 from chromosome IV, 
complete sequence [Arabidopsis thaliana] 



top arm, 



24497 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177105 

jC-atXP57C192C12T7 083al 

BLASTN 

g4337186 

59 

2.0e-24 

136 
86 

Arabidopsis thaliana chromosome II BAC T28I24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177106 

jC-atXP57C192K23T7 090al 

BLASTX 

g3785999 

451 

8.0e-45 

83 
100 

(AC005499) putative peptidyl-prolyl cis-trans isomerase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177107 

jC-atXP58C191N4T7s3 

BLASTN 

g2924651 

144 

2.0e-75 

172 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 
Seq. ID 



177108 

jC-atXP58C191013T7s3 

BLASTN 

g3046847 

252 

1.0e-139 

328 
94 

Arabidopsis thaliana genomic DNA, chromosomes, TAC clone: 
K11J9, complete sequence [Arabidopsis thaliana] 

177109 

jC-atXP58C193D6T7s3 

BLASTX 

g2464865 

175 

6.0e-13 

32 
100 

(Z99707) pectinesterase like protein [Arabidopsis thaliana] 
177110 

jC-atXP58C194C22T7s3 



24498 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4079632 

344 

3.0e-32 

70 
99 

(AJ131722) 



hypothetical protein [Arabidopsis thaliana] 



177111 

jC-atXP58C194E3T7s3 

BLASTN 

g3510347 

160 

7.0e-85 

280 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSJ11, complete sequence [Arabidopsis thaliana] 



PI clone: 



177112 

jC-atXP59C192J2T7dl 

BLASTX 

g4455364 

239 

5.0e-20 

134 
37 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



177113 

jC-atXP59C192J2T7sl 

BLASTX 

g4191796 

315 

6.0e-29 

97 

56 

(AC005917) putative senescence-associated protein 5 
[Arabidopsis thaliana] 



177114 

jC-atXP59C193J13T7sl 

BLASTN 

g3449323 

45 

1.0e-16 

93 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZA15, complete sequence [Arabidopsis thaliana] 



PI clone: 



177115 

jC-atXP59C193K23T7sl 

BLASTN 

g4567237 

118 



24499 



m 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-59 

400 

98 

Arabidopsis thaliana chromosome II BAC T22F11 genomic 
sequence, complete sequence 

177116 

jC-atXP59C196C2T7sl 

BLASTX 

g4314378 

398 

2.0e-39 

71 

97 

(AC006232) putative lipase [Arabidopsis thaliana] 
177117 

jC-atXP5C88M6T7002al 

BLASTN 

g2462264 

50 

8.0e-19 

50 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
177118 

jC-atXP5C88N18T7007al 

BLASTN 

g2462264 

48 

1.0e-17 

56 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
177119 

jC-atXP5C88NlT7 005al 

BLASTN 

g2462264 

50 

9.0e-19 

50 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
177120 

jC-atXP5C88N23T7 008al 

BLASTN 

g2462264 

51 

2.0e-19 

51 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 



177121 



24500 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP5C88N6T7006al 

BLASTN 

g2462264 

53 

1.0e-20 

53 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
177122 

jC-atXP5C88O4T7010al 

BLASTN 

g2462264 

42 

4.0e-14 

50 
96 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177123 

jC-atXP5C88P8T7014al 

BLASTN 

g2462264 

54 

2.0e-21 

54 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
177124 

jC-atXP5C8 9B5T7020al 

BLASTN 

g4220640 

138 

3.0e-71 

467 

74 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MPE11, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
■NCBI GI 
BLAST score 
E value 
Match length 



177125 

jC-atXP5C8 9B9T7021al 

BLASTN 

g2462264 

46 

2.0e-16 

50 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
177126 

jC-atXP5C89D12T7 026al 

BLASTX 

g3941543 

945 

1.0e-102 

187 



24501 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

99 

(AF069497F pelota [Arabidopsis thaliana] 

>gi_44 69016_emb_CAB38277_ (AL035602) pelota (PEL1) 

[Arabidopsis thaliana] 

177127 

jC-atXP5C8 9E5T7030al 

BLASTX 

g4584521 

430 

4.0e-42 

157 

61 

(AL04 9607) putative protein [Arabidopsis thaliana] 
177128 

jC-atXP5C8 9F7T7033al 

BLASTN 

g2462264 

56 

3.0e-22 

56 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
177129 

jC-atXP5C89G21T7035al 

BLASTN 

g4510360 

534 

0.0e+00 

671 

95 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

177130 

jC-atXP5C89H13T7036al 

BLASTX 

g!362019 

616 

6.0e-64 

158 

78 

zinc finger protein 6 - Arabidopsis thaliana >gi__790683 
(L39649) zinc finger protein [Arabidopsis thaliana] 

177131 

jC-atXP5C89J14T7044al 

BLASTN 

g2462264 

44 

3.0e-15 

56 

95 

Cucumis sativus mRNA for patatin-like protein, partial 



24502 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177132 

jC-atXP5C8 9J8T7043al 

BLASTN 

g2462264 

50 

8.0e-19 

54 
98 

Cucumis sativus mRNA 
177133 

jC-atXP5C8 9M16T7063al 

BLASTX 

g2462840 

330 

2.0e-30 

105 

65 

(AF000657) cytochrome 



for patatin-like protein, partial 



C [Arabidopsis thaliana] 



177134 

jC-atXP5C89N21T7dl 

BLASTX 

g2459446 

202 

2.0e-16 

50 
80 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



177135 

jC-atXP5C90D3T7dl 

BLASTX 

g4585990 

152 

2.0e-10 

66 

9 

(AC005287) Very similar to disease resistance proteins 
[Arabidopsis thaliana] 

177136 

jC-atXP5C90E24T7 096al 

BLASTN 

g2462264 

52 

4.0e-20 

56 

98 

Cucumis sativus mRNA for patatin-like protein, partial 
177137 

jC-atXP60C196K17T7018al 

BLASTX 

g2144912 

136 



24503 



# 



E value 
Match length 
% identity 
NCBI Description 



7.0e-08 

151 

8 

salivary proline-rich glycoprotein precursor PRB4 (large 
allele) - human 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177138 

jC-atXP60C196N5T7034al 

BLASTN 

g2462264 

43 

7.0e-15 

51 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
177139 

jC-atXP60C197D21T7009al 

BLASTN 

g2462264 

49 

2.0e-18 

49 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
177140 

jC-atXP60C197G2T7041al 

BLASTN 

g2462264 

36 

1.0e-10 

40 
97 

Cucumis sativus mRNA for patatin-like protein, partial 
177141 

jC-atXP60C197I10T708 9al 

BLASTX 

gl402878 

418 

5.0e-41 

101 
78 

(X98130) unknown [Arabidopsis thaliana] 
177142 

jC-atXP60C197KlT7074al 

BLASTN 

g4249393 

33 

8.0e-09 

65 

88 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



24504 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177143 

jC-atXP60C197KlT7074dl 

BLASTN 

g4249393 

133 

2.0e-68 

406 
94 

Arabidopsis thaliana chromosome II BAC T9J23 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177144 

jC-atXP60C197LlT7082al 

BLASTX 

g3334116 

144 

2.0e-20 

93 

61 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 
>gi_1297066_emb_CAA65119_ (X95863) adenine nucleotide 
translocator [Triticum turgidum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177145 

jC-atXP60C197M21T7027al 

BLASTX 

g3184292 

319 

2.0e-29 

52 

100 

(AC004136) putative nucleic acid binding protein, 5' 
partial [Arabidopsis thaliana] 

177146 

jC-atXP60C197M9T7011al 

BLASTN 

g4102702 

90 

6.0e-43 

310 

83 

Arabidopsis thaliana ribulose-5-phosphate-3-epimerase mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177147 

jC-atXP60C197M9T7011dl 

BLASTN 

g4102702 

77 

3.0e-35 

252 
83 

Arabidopsis thaliana ribulose-5-phosphate-3-epimerase mRNA, 
complete cds 



24505 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177148 

jC-atXP60C198A2T7051al 

BLASTN 

g598848 

52 

4.0e-20 

60 
97 

Human HepG2 3 1 region Mbol cDNA, clone hmd4hl2m3 
177149 

jC-atXP60C198A2T7051dl 

BLASTX 

g4220481 

2 97 

8.0e-27 

116 

47 

(AC006069) unknown protein [Arabidopsis thaliana] 
177150 

jC-atXP60C198E23T7085dl 

BLASTX 

gl076287 

291 

4.0e-26 

102 
61 

amine acid permease - Arabidopsis thaliana 
>gi_510236_emb__CAA50672_ (X71787) amine acid permease 
[Arabidopsis thaliana] 

177151 

jC-atXP60C198F21T7 038al 

BLASTN 

g4006815 

230 

1.0e-126 

319 
96 

Arabidopsis thaliana chromosome II BAC T6P5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177152 

jC-atXP60C198F7T7022al 

BLASTX 

g3164140 

225 

2.0e»18 

55 

73 

(D78605) cytochrome P450 monooxygenase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



177153 

jC-atXP60C198F8T7030dl 
BLASTX 



24506 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl914683 
103 

5.0e-04 

130 

32 

(Y12013) RAD23, isoform I [Daucus carota] 
177154 

jC-atXP60C198HllT7078dl 

BLASTX 

g4220528 

252 

2.0e-21 

120 
54 

(AL035356) 
thaliana] 



glucose-6-phosphate isomerase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177155 

jC-atXP60C198J20T7 015dl 

BLASTX 

gl32102 

198 

4.0e-15 

143 
30 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 2B PRECURSOR 

(RUBISCO SMALL SUBUNIT 2B) >gi_680 61_pir RKMUB2 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B2 precursor - Arabidopsis thaliana >gi_16194_emb_CAA32701_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

177156 

jC-atXP60C198J24T7023dl 

BLAST N 

g4220640 

269 

1.0e-149 

397 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPE11, complete sequence [Arabidopsis thaliana] 

177157 

jC-atXP60C198M20T707 9al 

BLASTX 

gll3028 

265 

3.0e-44 

136 

74 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE ) (ICL) 

>gi_68214_pir WZECIC isocitrate lyase (EC 4.1.3.1) - 

Escherichia coli >gi__40888_emb__CAA3097 4_ (X12431) 
isocitrate lyase [Escherichia coli] >gi_396350 (U00006) 
isocitrate lyase [Escherichia coli] >gi_1790445 (AE000474) 



24507 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



isocitrate lyase [Escherichia coli] 
177158 

jC-atXP60C198N17T7016al 

BLAST N 

g2290120 

52 

4.0e-20 

63 

97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

177159 

jC-atXP60C198N17T7016dl 

BLASTN 

g3702739 

114 

3.0e-57 

369 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MXE2 , complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177160 

jC-atXP60C198O12T7040al 

BLASTN 

g2290120 

57 

2.0e-23 

61 

98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177161 

jC-atXP60C198O12T7040dl 

BLASTX 

g972921 

368 

4.0e-35 

96 
79 

(U18411) IAA9 [Arabidopsis thaliana] 

>gi_2832 666_emb_CAA16692__ (AL021684) auxin-induced protein 
IAA9 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177162 

jC-atXP60C198O15T704 8al 

BLASTN 

g540252 

52 

4.0e-20 

60 
98 

Cloning vector pSVSportl beta-lactamase gene, complete cds 



24508 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



177163 

jC-atXP60C199D3T7091dl 

BLASTN 

g3449331 

120 

9.0e-61 

261 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MNC17, complete sequence [Arabidopsis thaliana] 



PI clone 



177164 

jC-atXP60C199F23T7 088al 

BLASTN 

g2462264 

49 

2.0e-18 

49 

100 

Cucumis sativus mRNA for patatin-like protein, partial 
177165 

jC-atXP60C199G24T7096dl 

BLASTN 

g2262097 

184 

6.0e-99 

319 

91 

Arabidopsis thaliana chromosome IV BAC T19F6 genomic 
sequence, complete sequence 

177166 

jC-atXP60C199IHT7028al 

BLASTX 

g3980238 

134 

2.0e-09 

70 
53 

(Z21677) ribosomal protein L18 [Thermotoga maritima] 
177167 

jC-atXP60C199I15T7036al 

BLASTN 

g3985958 

272 

1.0e-151 

427 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MZN1, complete sequence [Arabidopsis thaliana] 

177168 

jC-atXP60C199I15T7 036dl 

BLASTN 

g3985958 



24509 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

1.0e-47 

291 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 

177169 

jC-atXP60C199J23T7060dl 

BLASTX 

g!621539 

224 

2.0e-33 

134 

65 

(U28415) annexin-like protein [Arabidopsis thaliana] 
177170 

jC-atXP60C199J4T7044dl 

BLASTN 

g3941523 

39 

1.0e-12 * 

43 

98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

177171 

jC-atXP60C199K20T707 6al 

BLASTX 

g4538963 

382 

1.0e-36 

105 
73 

(AL04 9488) chlorophyll a/b-binding protein-like 
[Arabidopsis thaliana] >gi_4741958_gb_AAD2877 6 . 1_AF134 129_1 
(AF134129) Lhcb5 protein [Arabidopsis thaliana] 

177172 

jC-atXP60C199K20T707 6dl 

BLASTN 

g4538949 

60 

7.0e-25 

104 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone F24G24 
(ESSA project) 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



177173 

jC-atXP60C199L3T7092al 

BLASTX 

g3193309 

171 

5.0e-12 



24510 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
52 

(AF069300) 



No definition line found [Arabidopsis thaliana] 



177174 

jC-atXP60C199L5T7005dl 

BLASTN 

g4567237 

52 

3.0e-20 

96 

89 

Arabidopsis thaliana chromosome II BAC T22F11 genomic 
sequence, complete sequence 

177175 

jC-atXP60C200A10T7037dl 

BLASTN 

g4589414 

306 

1.0e-172 

453 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone: 
K14B15, complete sequence 

177176 

jC-atXP60C200A22T7 04 5al 

BLASTN 

g2244901 

414 

0.0e+00 

421 

100 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

177177 

jC-atXP60C200A4T7013al 

BLASTN 

g531828 

47 

3.0e-17 

47 
100 

Cloning vector pSportl, complete cds 
177178 

jC-atXP60C200A4T7013dl 

BLASTX 

g4678264 

75 

8.6e-01 

145 
64 

(AL049657) putative protein [Arabidopsis thaliana] 



24511 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



177179 

jC-atXP60C200A5T7021dl 

BLASTX 

g3212879 

390 

1.0e-37 

81 
89 

(AC004005) 
thaliana] 



putative ribosomal protein L7 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177180 

jC-atXP60C200C5T7061dl 

BLASTN 

g2288979 

74 

3.0e-33 

298 
82 

Arabidopsis thaliana chromosome II BAC T01O24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



177181 

jC-atXP61C199M7T7dl 

BLASTX 

gll76658 

327 

3.0e-30 

128 
50 

HYPOTHETICAL 200.6 
>gi_726363 (U23168 



KD PROTEIN B0228.2 IN CHROMOSOME II 
No definition line found 



Seq. No. 
Seq. ID 



[Caenorhabditis elegans] 
177182 

jC-atXP61C200F4T7dl 

BLASTN 

g2828278 

112 

1.0e-56 

140 

95 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 

177183 

jC-atXP61C201D3T7sl 

BLASTX 

g3043882 

170 

4.0e-12 

82 
34 

(U95842) transmembrane protein Tmp7 [Lactococcus lactis] 
177184 

jC-atXP61C201E2T7sl 



24512 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g544045 

191 

2.0e-14 

127 
29 

CEPHAMYCIN EXPORT PROTEIN CMCT >gi_581413_emb_CAA78375_ 
(Z13973) cmcT [Streptomyces lactamdurans] 

177185 

jC-atXP61C201E9T7dl 

BLASTX 

g2832616 

246 

4.0e-21 

111 

59 

(AL021711) heat shock transcription factor - like protein 
[Arabidopsis thaliana] 

177186 

jC-atXP61C201F2T7sl 

BLASTN 

g2828180 

94 

9.0e-46 

155 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDK4, complete sequence [Arabidopsis thaliana] 

177187 

jC-atXP61C201F9T7sl 

BLASTX 

g 4544427 

223 

2.0e-18 

43 
91 

(AC006955) putative f erredoxin-thioredoxin reductase 
[Arabidopsis thaliana] 

177188 

jC-atXP62C201L19T7d2 

BLASTX 

g3249098 

242 

2.0e-20 

115 
51 

(AC003114) ESTs gb_T04610, gb_N38459, gb_T45174, gb_R30481 
and gb_N64 971 come from this gene. [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



177189 

jC-atXP62C201N16T7d2 

BLASTN 

gl6131 



24513 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



284 

1.0e-158 

320 
97 

Arabidopsis thaliana genes for 5.8S rRNA and 25S rRNA with 
18S rRNA fragment 

177190 

jC-atXP62C201N18T7020al 

BLASTN 

g862639 

46 

7.0e-17 

61 

95 

Arabidopsis thaliana MADS-box protein AGL11 (AGL11) mRNA, 
complete cds 

177191 

jC-atXP62C201P18T7015al 

BLASTX 

g548655 

191 

2.0e-14 

72 
58 

50S RIBOSOMAL PROTEIN L12-C, CHLOROPLAST PRECURSOR (CL12-C) 

>gi_541897_pir C53394 ribosomal protein L12.C, chloroplast 

- Arabidopsis thaliana >gi_4 68773__emb_CAA48183_ (X68046) 
ribosomal protein L12 [Arabidopsis thaliana] 

177192 

jC-atXP62C202E9T7001al 

BLASTN 

g2290120 

43 

7.0e-15 

67 
91 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

177193 

jC-atXP62C202JlT7081al 

BLASTX 

g3096947 

376 

5.0e-36 

116 
68 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 

177194 

jC-atXP62C202L17T7d2 

BLASTX 

g4567199 



24514 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
'Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



98 

2.0e-97 

185 

55 

(AC007168) unknown protein [Arabidopsis thaliana] 
177195 

jC-atXP62C202P19T7013al 

BLASTN 

g4678219 

56 

1.0e-22 

262 
82 

Arabidopsis thaliana chromosome II BAC F9C22 genomic 
sequence, complete sequence 

177196 

jC-atXP62C202P19T7d2 

BLASTX 

g4678222 

638 

1.0e-66 

163 
80 

(AC007135) unknown protein [Arabidopsis thaliana] 
177197 

jC-atXP62C203C3T7022al 

BLASTN 

g2462264 

37 

3.0e-ll 

45 
98 

Cucumis sativus mRNA for patatin-like protein, partial 
177198 

jC-atXP62C203D10T7d2 

BLASTX 

g3421087 

976 

1.0e-106 

204 

96 

(AF043524) 20S proteasome subunit PAE1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177199 

jC-atXP62C203D3T7062al 

BLASTN 

g2462264 

49 

2.0e-18 

49 

100 

Cucumis sativus mRNA for patatin-like protein, partial 



24515 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177200 

jC-atXP62C203F16T7080al- 

BLASTN 

g4585891 

119 

3.0e-60 

179 

92 

Arabidopsis thaliana chromosome II BAC T103 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length s 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



177201 

jC-atXP62C204A16T7 047al 

BLASTN 

g4585891 

179 

6.0e-96 

360 
88 

Arabidopsis thaliana chromosome II BAC T103 genomic 
sequence, complete sequence 

177202 

jC-atXP62C204C16T7 024al 

BLASTX 

g4206767 

99 

2.0e-23 

54 

94 

(AF104330) glycine-rich protein 3 short isoform 
[Arabidopsis thaliana] 

177203 

jC-atXP62C204E19T7 056al 

BLASTN 

g4006933 

51 

1.0e-19 

314 
84 

Arabidopsis thaliana mRNA for glutathione transferase 
177204 

jC-atXP63C203G9T7s2 

BLASTN 

g4733952 

91 

5.0e-44 

151 

89 

Arabidopsis thaliana chromosome I BAC F23H11 genomic 
sequence, complete sequence 

177205 

jC-atXP63C203HHT7s2 



24516 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4741939 

133 

8.0e-69 

141 
99 

Arabidopsis thaliana Lhca2 protein (Lhca2) 
cds 



mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



177206 

jC-atXP63C203I10T7d2 

BLASTX 

g4415924 

233 

2.0e-19 

43 
100 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 

177207 

jC-atXP63C203PlT7s2 

BLASTX 

g2460200 

199 

2.0e-15 

63 
57 

(AF020833) eukaryotic translation initiation factor 3 
subunit [Homo sapiens] 

177208 

jC-atXP63C204G16T7s2 

BLASTN 

g3080352 

446 

0.0e+00 

475 

98 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5K18 
(ESSAII project) 

177209 

jC-atXP63C204G2T7s2 

BLASTN 

g4757410 

111 

9.0e-56 

196 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MVE11, complete sequence 

177210 

jC-atXP63C204K18T7s2 

BLASTN 

g4468103 



24517 



BLAST score 


• 

118 


E value 


8.0e-60 


Match length 


276 


% identity 


97 


NCBI Description 


Arabidopsis thai 
(ESSA project) 




DNA chromosome 4, BAC clone M3E9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177211 

jC-atXP63C204KlT7s2 

BLASTN 

g4539448 

85 

2.0e-40 

153 
89 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T5C23 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177212 

jC-atXP63C204LHT7s2 

BLASTX 

g!613900 

157 

2.0e-10 

78 

41 

(U73168) 
(U23946) 



partial CDS, human putative tumor suppressor 
[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177213 

jC-atXP63C204M13T7d2 

BLASTN 

g4159709 

306 

1.0e-172 

340 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MLN21, complete sequence 



PI clone 



Seq. No. 177214 

Seq. ID jC-atXP63C205E8T7d2 

Method BLASTX 

NCBI GI g2832625 

BLAST score 734 

E value 4.0e-78 

Match length 156 

% identity 85 

NCBI Description (AL021711) putative protein [Arabidopsis thaliana] 

Seq. No. 177215 

Seq. ID jC-atXP63C205E8T7s2 

Method BLASTX 

NCBI GI g629669 

BLAST score 218 

E value 1.0e-17 

Match length 90 



24518 



% identity 4 3 

NCBI Description hypothetical protein 



tomato 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177216 

jC-atXP63C2 05E9T7d2 

BLASTN 

g4262221 

204 

l.Oe-111 

329 
97 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177217 

jC-atXP64C205L7T7dl 

BLASTX 

g4539010 

220 

6.0e-18 

133 
29 

(AL049481) putative DNA-directed RNA polymerase 
[Arabidopsis thaliana] 

177218 

jC-atXP64C207HT7dl 

BLASTX 

g3834323 

305 

1.0e-27 

161 

39 

(AC005679) F9K20.25 [Arabidopsis thaliana] 
177219 

jC-atXP65C206MlT7sl 

BLASTN 

g4757392 

81 

8.0e-38 

169 

86 

Arabidopsis thaliana genomic DNA, chromosome 3, TAC clone 
K14A17, complete sequence 

177220 

jC-atXP65C206M3T7081dl 

BLASTX 

gl620371 

778 

5.0e-83 

183 
83 

(Y08782) peroxidase ATP23a [Arabidopsis thaliana] 



Seq. No. 



177221 



24519 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP65C206N18T7026dl 

BLASTX 

g3128176 

233 

2.0e-21 

148 

47 

(AC004521) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



177222 

jC-atXP65C206N24T7050dl 

BLASTX 

g3128176 

228 

3.0e-27 

180 

45 

(AC004521) unknown protein [Arabidopsis thaliana] 
177223 

jC-atXP65C206PlT7 082dl 

BLASTX 

g3877105 

191 

3.0e-14 

167 

13 

(Z79755) Similarity to Bovine Grave's disease carrier 
protein (SW:GDC_BQYIN) ; cDNA EST EMBL:D69947 comes from 
this gene [Caenorhabditis elegans] 

177224 

jC-atXP65C206P5T7090dl 

BLASTN 

g547390 

34 

3.0e-09 

81 

88 

Arabidopsis thaliana TRAP mRNA, partial cds 
177225 

jC-atXP65C207N18T7060dl 

BLASTN 

gl848276 

40 

7.0e-13 

40 
100 

Human telomerase-associated protein TP-1 mRNA, complete cds 
177226 

jC-atXP65C207N3T7sl 

BLASTN 

g4757399 

129 

1.0e-66 



24520 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



189 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE13, complete sequence 

177227 

jC-atXP65C207P16T7084dl 

BLASTN 

gl848276 

40 

7.0e-13 

40 
100 

Human telomerase-associated protein TP-1 mRNA, complete cds 
177228 

jC-atXP65C208A7T7sl 

BLASTN 

g2832689 

265 

1.0e-147 

277 



Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



177229 

jC-atXP65C208B15T7053dl 

BLASTN 

g3800746 

40 

7.0e-13 

40 
100 

Cuphea pulcherrima 3-ketoacyl-ACP synthase 
complete cds 



T9A21 



(Kas4) mRNA, 



177230 

jC-atXP65C208D10T7085dl 

BLASTX 

g399900 

916 

3.0e-99 

188 

95 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT 5 (HD-ZIP PROTEIN 5) 

(HD-ZIP PROTEIN ATHB-1) >gi_99659_pir S16325 homeotic 

protein Athb-1 - Arabidopsis thaliana 
>gi_16329_emb_CAA41625_ (X58821) Athb-1 protein 
[Arabidopsis thaliana] 

177231 

jC-atXP65C208D17T7022dl 

BLASTN 

g2582640 

38 

1.0e-ll 



24521 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



38 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

177232 

jC-atXP65C208I8T7031dl 

BLASTX 

g2832641 

309 

5.0e-28 

92 

100 

(AL021710) 
thaliana] 



glycolate oxidase - like protein [Arabidopsis 



177233 

jC-atXP65C209A2T7027dl 

BLASTN 

g3242970 

203 

1.0e-110 

427 

87 

Arabidopsis thaliana BAC T4I9, chromosome IV, near 17 cM, 
complete sequence [Arabidopsis thaliana] 



177234 

jC-atXP65C209B3T7sl 

BLASTN 

g2924652 

244 

1.0e-135 

244 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9L2, complete sequence [Arabidopsis thaliana] 



TAC clone: 



177235 

jC-atXP65C209D13T7sl 

BLASTN 

g4757410 

38 

2.0e-12 

50 
94 

Arabidopsis thaliana genomic DNA, 
MVE11, complete sequence 

177236 

jC-atXP65C209D19T7 04 8dl 

BLASTX 

g2894379 

151 

2.0e-09 

70 
43 



chromosome 3, PI clone: 



24522 



NCBI Description (Y14573) ring finger protein [Hordeum vulgare] 



Seq. No. 

Seq. ID - 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177237 

jC-atXP65C209EllT7064dl 

BLASTN 

g2582640 

39 

2.0e-12 

39 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

177238 

jC-atXP65C209F12T7 088dl 

BLASTN 

g2582640 

40 

6.0e-13 

44 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

177239 

jC-atXP65C209F23T7096dl 

BLASTN 

g3941523 

40 

6.0e-13 

44 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

177240 

jC-atXP65C209F6T7072dl 

BLASTN 

g3941523 

39 

1.0e-12 

43 
98 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 

177241 

jC-atXP65C209F6T7sl 

BLASTN 

g3241922 

209 

1.0e-114 

384 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLM24, complete sequence [Arabidopsis thaliana] 



24523 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177242 

jC-atXP66C208MlT704 9al 

BLASTX 

gl490554 

337 

2.0e-31 

64 
100 

(U63633) S-adenosylmethionine decarboxylase 
thaliana] 



[Arabidopsis 



Seq. No. - 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177243 

jC-atXP66C208M23T7065al 

BLAST N 

g2494106 

146 

3.0e-76 

273 

90 

Arabidopsis thaliana chromosome 1 YAC YUP8H12R sequence, 
complete sequence [Arabidopsis thaliana] 



177244 

jC-atXP66C208M3T7057al 

BLASTN 

g531828 

49 

2.0e-18 

68 
96 

Cloning vector pSportl, 
177245 

jC-atXP66C208N8T7073al 

BLASTN 

g2564045 

142 

7.0e-74 
293 



complete cds 



Seq. No. 
Seq. ID 
Method 



Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K8K14, complete sequence [Arabidopsis thaliana] 

177246 

jC-atXP66C208OHT7018al 

BLASTN 

g4582444 

217 

1.0e-118 

410 

89 

Arabidopsis thaliana chromosome II BAC T9H9 genomic 
sequence, complete sequence 

177247 

jC-atXP66C208O7T7010al 
BLASTN 



24524 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g531828 
52 

3.0e-20 

68 

94 

Cloning vector pSportl, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



177248 

jC-atXP66C208P20T7042al 

BLASTX 

g4539452 

95 

1.0e-17 

66 

67 

(AL049500) putative phosphoribosylanthranilate transferase 
[Arabidopsis thaliana] 

177249 

jC-atXP66C209G13T7001al 

BLASTN 

g4589437 

155 

1.0e-81 

314 

95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPN9, complete sequence 

177250 

jC-atXP66C209H10T7033al 

BLASTN 

g2828184 

220 

1.0e-120 

384 
65 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSN9, complete sequence [Arabidopsis thaliana] 

177251 

jC-atXP66C209L20T7015al 

BLASTN 

g2462264 

45 

5.0e-16 

53 
96 

Cucumis sativus mRNA for patatin-like protein, partial 
177252 

jC-atXP66C209P16T7039al 

BLASTN 

g2947056 

48 

9.0e-18 

207 



24525 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

Arabidopsis thaliana chromosome II BAC T20F6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



177253 

jC-atXP66C210A23T707 4al 

BLASTN 

g4220627 

129 

4.0e-66 

284 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K20J1, complete sequence [Arabidopsis thaliana] 



TAC clone 



177254 

jC-atXP66C210A23T7dl 

BLASTN 

g4220627 

83 

4.0e-39 

143 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K20J1, complete sequence [Arabidopsis thaliana] 

177255 

jC-atXP66C210B4T7082al 

BLASTX 

g3851636 

196 

6.0e-15 

65 

60 

(AF098519) 
(AF056316) 



TAC clone 



unknown [Avicennia marina] >gi_4128206 
40S ribosome protein S7 [Avicennia marina] 



177256 

jC-atXP66C210C17T7011al 

BLASTN 

g2281628 

104 

3.0e-51 

218 

90 

Arabidopsis thaliana AP2 domain containing protein RAP2 . 2 
mRNA, partial cds 

177257 

jC-atXP66C210C23T7019al 

BLASTN 

g4220627 

224 

1.0e-123 

264 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 



24526 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



K20J1, complete sequence [Arabidopsis thaliana] 
177258 

jC-atXP66C210F5T7067al 

BLASTN 

g531828 

34 

2.0e-09 

54 

91 

Cloning vector pSportl, complete cds 
177259 

jC-atXP66C210G15T7028al 

BLASTX 

g4490316 

152 

8.0e-10 

59 
58 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
177260 

jC-atXP66C210H21T708 4al 

BLASTX 

gl419090 

345 

2.0e-32 

85 
76 

(X94 968) 37kDa chloroplast inner envelope membrane 
polypeptide precursor [Nicotiana tabacum] 

177261 

jC-atXP66C210H3T7044al 

BLASTX 

g3935150 

334 

4.0e-31 

61 

100 

(AC005106) T25N20.14 [Arabidopsis thaliana] 
177262 

jC-atXP66C210H5T7052al 

BLASTX 

g3551131 

448 

2.0e-44 

91 

92 

(AB012044) plasma membrane aquaporin (PAQ1) [Raphanus 
sativus] 



Seq. No. 
Seq. ID 

Method 



177263 

jC-atXP66C210I12T7005al 
BLASTX 



24527 



NCBI GI 

BLAST score 

E value . 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4559391 
203 

9.0e-16 
44 

80 

(AC006526) 
thaliana] 



putative auxin response factor 1 [Arabidopsis 



177264 

jC-atXP66C210K20T7053al 

BLASTN 

g3128136 

316 

1.0e-177 

418 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K1F13, complete sequence [Arabidopsis thaliana] 



TAC clone: 



177265 

jC-atXP66C210L16T7085al 

BLASTN 

g2290120 

37 

3.0e-ll 

64 

92 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



177266 

jC-atXP66C210M17T7022al 

BLASTX 

g3334323 

396 

2.0e-38 

78 
97 

GTP-BINDING PROTEIN SAR1A >gi_1314860 (U56929) Sari homolog 
[Arabidopsis thaliana] >gi_2104532_gb_AAC787 00 . 1_ 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsis 
thaliana] >gi_2104550 (AF001535) AGAA.4 [Arabidopsis 
thaliana] 



177267 

jC-atXP66C210N14T704 6al 

BLASTN 

g2564045 

153 

2.0e-80 

375 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K8K14, complete sequence [Arabidopsis thaliana] 



TAC clone: 



177268 

jC-atXP66C210N5T7030al 



24528 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g585382 

261 

1.0e-22 

71 
72 

40S RIBOSOMAL PROTEIN SA (P40) (LAMININ RECEPTOR HOMOLOG) 
>gi 322536 pir S3Q57Q laminin receptor homolog - 
Arabidopsis thaliana >gi_16380_emb_CAA48794_ (X69056) 
laminin receptor homologue [Arabidopsis thaliana] 



177269 

jC-atXP66C210N8T7038al 

BLASTN 

g4733953 

103 

1.0e-50 

279 
97 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC F13011 genomic 



177270 

jC-atXP66C211A4T7055al 

BLASTN 

g3212102 

40 

5.0e-13 

235 

80 

Arabidopsis Thaliana BAC F6A4, Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

177271 

jC-atXP66C211E14T7032al 

BLASTX 

g2500378 

247 

6.0e-21 

72 
65 

60S RIBOSOMAL PROTEIN L37 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177272 

jC-atXP66C211F3T704 0al 

BLASTX 

g3121844 

197 

5.0e-15 

47 
81 

PHOS PHAT I DATE CYT I DYLYL TRANSFERASE (CDP-DIGLYCERIDE 
SYNTHETASE) (CDP-DIGLYCERIDE PYROPHOSPHORYLASE ) 
(CDP-DIACYLGLYCEROL SYNTHASE) (CDS) (CTP : PHOSPHATIDATE 
CYTIDYLYLTRANSFERASE) (CDP-DAG SYNTHASE) 
>gi__1652668_dbj_BAA17588__ (D90907) phosphatidate 
cytidylyltransf erase [Synechocystis sp.] 



24529 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177273 

jC-atXP66C211F6T7048al 

BLASTN 

g3212102 

103 

1.0e-50 

331 
87 

Arabidopsis Thaliana BAC F6A4, Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

177274 

jC-atXP66C211G18T7064al 

BLASTN 

g2290120 

52 

3.0e-20 

60 

98 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177275 

jC-atXP66C211I3T7072al 

BLASTX 

gl31263 

79 

2.0e-23 

139 
47 

PHOTOS YSTEM Q(B) PROTEIN (32 KD THYLAKOID MEMBRANE PROTEIN) 

( PHOTOS YSTEM II PROTEIN Dl) >gi_72 662_pir F2VFD1 

photosystem II protein Dl precursor - fava bean chloroplast 
>gi_12381_emb__CAA35688_ (X17694) Q-B protein (AA 1-353) 
[Vicia faba] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177276 

jC-atXP67C211N2T7009al 

BLASTN 

g2392762 

162 

8.0e-86 

423 
98 

Arabidopsis thaliana BAC T32N15 from chromsome III near 54 
cM, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177277 

jC-atXP67C212C22T7050al 

BLASTN 

g2462264 

42 

4.0e-14 

50 
98 

Cucumis sativus mRNA for patatin-like protein, partial 



24530 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



177278 

jC-atXP67C212DHT7066al 

BLASTN 

g598848 

53 

1.0e-20 

61 

98 

Human HepG2 3 T region Mbol cDNA, clone hmd4hl2m3 
177279 

jC-atXP67C212D5T7dl 

BLASTN 

g4589415 

137 

2.0e-71 

189 

93 

Arabidopsis thaliana genomic DNA, chromosome 5 7 TAC clone: 
K14A3, complete sequence 

177280 

jC-atXP67C212F12T7027al 

BLASTN 

g540252 

55 

6.0e-22 

59 
98 

Cloning vector pSVSportl beta-lactamase gene, complete cds 
177281 

jC-atXP67C213DlT7028al 

BLASTN 

g2914688 

127 

6.0e-65 

235 

89 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177282 

jC-atXP67C213GlT7037al 

BLASTX 

g2995384 

119 

3.0e-28 

108 

67 

(AJ004810) cytochrome P450 monooxygenase [Zea mays] 
177283 

jC-atXP67C213J5T7 022al 

BLASTX 

g3015514 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



350 

6.0e-33 

71 
100 

(U72351) ADPG pyrophosphorylase small subunit [Arabidopsis 
thaliana] 

177284 

jC-atXP67C213M24T7055al 

BLASTN 

g3319339 

313 

1.0e-176 

361 
97 

Arabidopsis thaliana BAC F9D12 
177285 

jC-atXP67C213O3T7008al 

BLASTN 

g3063690 

331 

0.0e+00 

439 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F4D11 
(ESSAII project) 

177286 

jC-atXP67C213P4T7056al 

BLASTX 

g4559372 

240 

5.0e-20 

51 

92 

(AC006585) putative CONSTANS protein [Arabidopsis thaliana] 
>gi_4646235_gb_AAD26898.1_AC007266_6 (AC007266) putative 
CONSTANS protein [Arabidopsis thaliana] 

177287 

jC-atXP67C214H10T704 4al 

BLASTX 

g4210449 

200 

2.0e-15 

40 
100 

(AB016471) ARR1 protein [Arabidopsis thaliana] 
177288 

jC-atXP67C214H17T7052al 

BLASTN 

g2462264 

35 

4 .0e-10 

51 
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% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



94 

Cucumis sativus mRNA for patatin-like protein, partial 
177289 

jC-atXP67C214J17T7 07 6al 

BLASTN 

g4335744 

47 

4.0e-17 

95 
87 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177290 

jC-atXP68C214D4T7sl 

BLASTN 

g4049332 

248 

1.0e-137 

252 
100 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8B4 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177291 

jC-atXP68C214FHT7dl 

BLASTX 

gll5385 

568 

3.0e-59 

124 
95 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 
(CAB- 4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 

177292 

jC-atXP68C214LHT7dl 

BLASTX 

gl523800 

249 

2.0e-21 

127 
43 

(Y07694) MAP kinase kinase alpha protein kinase 
[Arabidopsis thaliana] 

177293 

jC-atXP68C217A19T7sl 

BLASTX 

g4490708 

333 

3.0e-31 

67 
100 

(AL035680) putative protein [Arabidopsis thaliana] 



24533 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177294 

jC-atXP68C217A3T7sl 

BLASTN 

g2995991 

252 

1.0e-139 

365 
92 

Arabidopsis thaliana dormancy-associated protein (DEMI ) 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177295 

jC-atXP68C218F9T7sl 

BLASTN 

g3702315 

126 

9.0e-65 

190 
92 

Arabidopsis thaliana chromosome II BAC T3F17 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177296 

jC-atXP68C218H7T7sl 

BLASTX 

g2244989 

431 

7.0e-43 

84 

100 

(Z97340) strong similarity to naringenin 3-dioxygenase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177297 

jC-atXP69C217D15T7025dl 

BLASTX 

gl209703 

133 

4.0e-12 

79 
54 

(U40489) maize gll homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI * 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177298 

jC-atXP69C217D21T7033al 

BLASTN 

g!655479 

43 

8.0e-15 

127 
83 

Arabidopsis thaliana mRNA for gamma subunit of 
mitochondrial Fl-ATPase, complete cds 



Seq. No. 
Seq. ID 



177299 

jC-atXP69C217G10T7073al 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2290120 

50 

6.0e-19 

58 
97 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

177300 

jC-atXP69C217GHT7081al 

BLASTX 

gl350720 

262 

1.0e-22 

59 
86 

60S RIBOSOMAL PROTEIN L32 
177301 

jC-atXP69C217G17T708 9al 

BLASTX 

g4586264 

314 

9.0e-29 , 

62 

95 

(AL04 9640) blue copper-binding protein, 15K (lamin) 
[Arabidopsis thaliana] 

177302 

jC-atXP69C217GlT7065al 

BLASTN 

g2351066 

215 

1.0e-117 

267 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOP9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



177303 

jC-atXP69C217LlT7059al 

BLASTX 

g3650034 

391 

8.0e-38 

96 

79 

(AC005396) putative flavonol sulfotransf erase [Arabidopsis 
thaliana] 

177304 

jC-atXP69C217L4T7067dl 

BLASTX 

g3024021 

91 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-19 

109 

51 

INITIATION FACTOR 5A-4 (EIF-5A) (EIF-4D) 

>gi_2225883_dbj_BAA20878_ (AB004825) eukaryotic initiation 
factor 5A4 [Solanum tuberosum] 

177305 

jC-atXP69C217M4T7083dl 

BLASTN 

g2582640 

39 

3.0e-12 

39 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

177306 

jC-atXP69C217M7T7 091al 

BLASTX 

g4586264 

212 

7.0e-17 

55 

75 

(AL04 9640) blue copper-binding protein, 15K (lamin) 
[Arabidopsis thaliana] 

177307 

jC-atXP69C217M7T7091dl 

BLASTX 

g4586264 

294 

3.0e-26 

135 
51 

(AL04 9640) blue copper-binding protein, 15K (lamin) 
[Arabidopsis thaliana] 

177308 

jC-atXP69C217M8T7 004al 

BLASTX 

g3790567 

328 

2.0e-30 

66 
85 

(AF078821) 
thaliana] 



RING-H2 finger protein RHAlb [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



177309 

jC-atXP69C217N4T7 020dl 

BLASTN 

g3800746 

34 

3.0e-09 
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# 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 
97 

Cuphea pulcherrixna 3-ketoacyl-ACP synthase 
complete cds 



(Kas4) mRNA, 



177310 

jC-atXP69C217N7T7036al 

BLASTN 

g2462264 

39 

2.0e-12 

51 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
177311 

jC-atXP69C217O4T7060al 

BLASTN 

g531828 

53 

8.0e-21 

69 
96 

Cloning vector pSportl, complete cds 
177312 

jC-atXP69C217P10T7084al 

BLASTX 

gl350930 

361 

3.0e-34 

77 

92 

40S RIBOSOMAL PROTEIN S13 
177313 

jC-atXP69C218L15T7058al 

BLASTX 

gl800279 

147 

3.0e-09 

30 

100 

(U81238) putative Cys3His zinc finger protein ATCTH 
[Arabidopsis thaliana] 

177314 

jC-atXP69C218L8T7042al 

BLASTN 

g2290120 

55 

5.0e-22 

67 
96 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 



24537 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177315 

jC-atXP69C218N23T7082al 

BLASTX 

g2497259 

188 

5.0e-14 

70 
60 

ISOCITRATE DEHYDROGENASE (NADP) , CHLOROPLAST PRECURSOR 
{OXALO SUCCINATE DECARBOXYLASE) (IDH) (NADP+-SPECIFIC ICDH) 
(IDP) >gi_166386 (M93672) isocitrate dehydrogenase 
[Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177316 

jC-atXP69C218N23T7082dl 

BLASTX 

g542060 

49 

1.0e-12 

93 
47 

isocitrate dehydrogenase (NADP+) 
tobacco 



(EC 1.1.1.42) - common 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177317 

jC-atXP69C218N24T7090al 

BLASTX 

g479386 

229 

7.0e-19 

74 

68 

isocitrate dehydrogenase - soybean 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177318 

jC-atXP69C218N24T7090dl 

BLASTX 

g3641398 

101 

9.0e-12 

78 

41 

(AF020038) 
sapiens] 



NADP-dependent isocitrate dehydrogenase [Homo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177319 

jC-atXP69C218O20T7011al 

BLAST N 

g2244991 

59 

2.0e-24 

165 
88 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 



177320 



24538 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP69C218O20T7011dl 

BLASTN 

g2244991 

296 

1.0e-165 

648 
87 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

177321 

jC-atXP69C219A23T7014al 

BLASTN 

g2462264 

44 

2.0e-15 

44 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
177322 

jC-atXP69C219A23T7014dl 

BLASTX 

g3790567 

869 

1.0e-93 

157 

100 

(AF078821) RING-H2 finger protein RHAlb [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



177323 

jC-atXP69C219C8T7093al 

BLASTN 

g2290120 

51 

1.0e-19 

62 

97 ' ■ 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

177324 

jC-atXP69C219C8T7093dl 

BLASTN 

gl848276 

^40 

7.0e-13 

40 
100 

Human telomerase-associated protein TP-1 mRNA, complete cds 
177325 

jC-atXP69C219D17T7045al 

BLASTN 

g2264320 

68 



24539 



E value 
Match length 
% identity 
NCBI Description 



1.0e-29 

104 

93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MXI10, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
■Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177326 

jC-atXP69C219D5T7029al 

BLASTN 

g790678 

120 

9.0e-61 

282 
89 

Arabidopsis thaliana zinc finger protein 4 (ZFP4) mRNA, 
complete cds 

177327 

jC-atXP69C219E3T7061al 

BLASTN 

g790678 

229 

1.0e-126 

265 
97 

Arabidopsis thaliana zinc finger protein 4 (ZFP4) mRNA, 
complete cds 

177328 

jC-atXP69C219G5T7030al 

BLASTN 

g3869072 

105 

8.0e-52 

301 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJB24, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177329 

jC-atXP69C219I21T7070dl 

BLASTX 

g2109293 

137 

1.0e-96 

192 
91 

(U97568) serine/threonine protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



177330 

jC-atXP69C219J10T7 07 8al 

BLASTN 

g2462264 

35 

5.0e-10 

35 
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o 



% identity 100 

NCBI Description Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177331 

jC-atXP69C219KlT708 6al 

BLASTN 

g2462264 

36 

4.0e-ll 

40 

97 

Cucumis sativus mRNA for patatin-like protein, partial 
177332 

jC-atXP69C219LllT7015al 

BLASTX 

g2146773 

247 

6.0e-21 

88 
57 

senescence-associated protein senl - Arabidopsis thaliana 
>gi_104 6268 (U26944) senescence-associated protein 
[Arabidopsis thaliana] 

177333 

jC-atXP69C219LHT7015dl 

BLASTX 

g2129729 

160 

5.0e-90 

181 
94 

senescence-associated protein senl - Arabidopsis thaliana 
>gi_1046270 (U26945) senescence-associated protein 
[Arabidopsis thaliana] >gi_3367 595_enab_CAA2004 7_ (AL031135) 
senescence-associated protein senl [Arabidopsis thaliana] 
>gi_3805843__emb_CAA214 63_ (AL03198 6) senescence-associated 
protein senl [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177334 

jC-atXP69C219L18T7023al 

BLASTX 

g2982266 

169 

8.0e-12 

83 

48 

(AF051216) probable fibrillarin [Picea mariana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



177335 

jC-atXP69C219L22T7031al 

BLASTN 

g2252848 

154 

5.0e-81 

294 
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o 



% identity 88 

NCBI Description Arabidopsis thaliana BAC TM018A10 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177336 

jC-atXP69C219L23T7 039dl 

BLASTX 

g2129933 

56 

1.0e-13 

102 

52 

myb-related transcription factor TMH27 - tomato 
>gi_1167484_emb_CAA64614_ (X95296) transcription factor 
[Lycopersicon esculentum] 



Seq. No. 177337 

Seq. ID jC-atXP69C219L5T7007al 

Method BLASTN 

NCBI GI g531828 

BLAST score 53 

E value 7.0e-21 

Match length 69 

% identity 96 

NCBI Description Cloning vector pSportl, complete cds 

Seq. No. 177338 

Seq. ID jC-atXP69C219L5T7007dl 

Method BLASTX 

NCBI GI g3790567 

BLAST score 185 

E value 2.0e-13 

Match length 139 

% identity 37 

NCBI Description (AF078821) RING-H2 finger protein RHAlb [Arabidopsis 
thaliana] 

Seq. No. 177339 

Seq. ID jC-atXP69C219N4T7071dl 

Method BLASTX 

NCBI GI g2129729 

BLAST score 910 

E value 2.0e-98 

Match length 182 

% identity 97 



NCBI Description senescence-associated protein senl - Arabidopsis thaliana 
>gi_1046270 (U26945) senescence-associated protein 
[Arabidopsis thaliana] >gi_3367595_emb_CAA20047_ (AL031135) 
senescence-associated protein senl [Arabidopsis thaliana] 
>gi_38058 43_emb_CAA214 63_ (AL03198 6) senescence-associated 
protein senl [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



177340 

jC-atXP69C219O19T7008al 

BLASTN 

g531828 

51 

1.0e-19 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 
97 

Cloning vector pSportl, complete cds 
177341 

jC-atXP69C219O19T7008dl 

BLASTN 

g3510347 

40 

7.0e-13 

244 
85 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MSJ11, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



177342 

jC-atXP69C219P5T7016al 

BLASTX 

g4827050 

185 

1.0e-13 

60 
53 

ubiquitin specific protease 14 (tRNA-guanine 
transglycosylase) >gi__1729927_sp_P54578JTGT_HUMAN QUEUINE 
TRNA-RIBOSYLTRANSFERASE (TRNA-GUANINE TRANSGLYCOSYLASE) 
(GUANINE INSERTION ENZYME) >gi_940182 (U30888) tRNA-Guanine 
Transglycosylase [Homo sapiens] 

177343 

jC-atXP69C220AlT7048al 

BLASTN 

g531828 

51 

1.0e-19 

70 
96 

Cloning vector pSportl, complete cds 
177344 

jC-atXP69C220AlT7048dl 

BLASTX 

g2196466 

68 

9.0e-14 

154 
45 

(Y13673) TATA binding protein-associated factor 
[Arabidopsis thaliana] 

177345 

jC-atXP69C220B13T7072al 

BLASTN 

g2760167 

135 

1.0e-69 

286 



24543 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MC015, complete sequence [Arabidopsis thaliana] 

177346 

jC-atXP69C220B14T7080al 

BLASTN 

g598848 

45 

5.0e-16 

49 
98 

Human HepG2 3 1 region Mbol cDNA, 



clone hmd4hl2m3 



177347 

jC-atXP69C220G13T7092al 

BLASTN 

g3451055 

168 

2.0e-89 

281 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16G20 
(ESSAII project) 

177348 

jC-atXP69C220G17T7005dl 

BLASTX 

g231995 

223 

7.0e-27 

134 

50 

DEHYDRIN RAB18 >gi_282880_pir S28021 rabl8 protein - 

Arabidopsis thaliana >gi_16451_emb_CAA48178_ (X68042) RAB18 
[Arabidopsis thaliana] 

177349 

jC-atXP69C220G21T7021al 

BLASTN 

g531828 

35 

5.0e-10 

42 
95 

Cloning vector pSportl, complete cds 
177350 

jC-atXP69C220G21T7 021dl 

BLASTN 

g3869072 

52 

6.0e-20 

124 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJB24 , complete sequence [Arabidopsis thaliana] 



24544 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177351 

jC-atXP6C90H7T7sl 

BLASTX 

g2317906 

220 

5.0e-18 

43 

98 

(U89959) ARA-5 [Arabidopsis thaliana] 
177352 

jC-atXP6C90J5T7sl 

BLASTN 

g2281628 

89 

9.0e-43 

125 

93 

Arabidopsis thaliana AP2 domain containing protein RAP2 . 2 
mRNA, partial cds 

177353 

jC-atXP6C91E21T7sl 

BLASTN 

g2739359 

243 

1.0e-134 

275 
97 

Arabidopsis thaliana chromosome II BAC T9J22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177354 

jC-atXP70C220D23T7025al 

BLASTX 

g3924594 

248 

9.0e-35 

107 

73 

(AF069442) putative ribonucleoprotein [Arabidopsis 
thaliana] >gi_4262139_gb_AAD14 439_ (AC005275) putative 
ribonucleoprotein [Arabidopsis thaliana] 

177355 

jC-atXP70C220EHT7041al 

BLASTX 

g3924594 

513 

4.0e-52 

104 

62 

(AF069442) putative ribonucleoprotein [Arabidopsis 
thaliana] >gi_42 62139_gb_AAD14 439_ (AC005275) putative 
ribonucleoprotein [Arabidopsis thaliana] 



24545 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177356 

jC-atXP70C220E4T7057al 

BLASTN 

g2244991 

67 

3.0e-29 

91 

93 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

177357 

jC-atXP70C220H8T7 034al 

BLASTN 

g4335711 

93 

1.0e-44 

125 

94 

Arabidopsis thaliana chromosome II BAC F9013 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177358 

jC-atXP70C220I14T7074al 

BLASTN 

g2462264 

33 

7.0e-09 

37 

97 

Cucumis sativus mRNA for patatin-like protein, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177359 

jC-atXP70C220I19T7082al 

BLASTX 

g4678357 

490 

2.0e-49 

96 
96 

(AL049659) 
thaliana] 



cytochrome P450-like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



177360 

jC-atXP70C220I2T7066al 

BLASTN 

g2462264 

33 

8.0e-09 

37 

97 

Cucumis sativus mRNA for patatin-like protein, partial 
177361 

jC-atXP7 0C220LlT702 9al 

BLASTN 

g4589419 



24546 



# 



BLAST score 


275 


E value 


1.0e-153 


Match length 


401 


% identity 


56 


NCBI Description 


Arabidopsis thaliana genomic 




K2I5, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177362 

jC-atXP70C220M10T7069al 

BLASTN 

g3355463 

67 

3.0e-29 

129 

92 

Arabidopsis thaliana chromosome II BAC F12L6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177363 

jC-atXP70C220O3T7022al 

BLASTN 

g2462264 

53 

7.0e-21 

53 
100 

Cucumis sativus mRNA for patatin-like protein, partial 
177364 

jC-atXP70C220P16T708 6al 

BLASTN 

g4519190 

58 

9.0e-24 

242 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K6A12, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



177365 

jC-atXP70C220P19T7094al 

BLASTN 

g3641835 

200 

1.0e-108 

268 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone T4L20 
(ESSAII project) 

177366 

jC-atXP70C220P22T7007al 

BLASTN 

g531828 

37 

3.0e-ll 
41 



24547 



# 



% identity 98 

NCBI Description Cloning vector pSportl, - complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



177367 

jC-atXP7 0C221B17T7075al 

BLASTX 

gl32110 

121 

3.0e-13 

82 
50 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 3B PRECURSOR 

(RUBISCO SMALL SUBUNIT 3B) >gi_68060_pir RKMUB3 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
B3 precursor - Arabidopsis thaliana >gi__16195_emb__CAA32702_ 
(X14564) ribulose bisphosphate carboxylase [Arabidopsis 
thaliana] 

177368 

jC-atXP70C221C16T7020al 

BLASTN 

g2914688 

77 

3.0e-35 

125 

90 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177369 

jC-atXP7 0C221D7T7036al 

BLASTN 

gl764099 

104 

3.0e-51 

193 

93 

Arabidopsis thaliana GDP-D-mannose-4, 6-dehydratase (MUR1) 
mRNA, complete cds 

177370 

jC-atXP7 0C222AHT7 031al 

BLASTX 

g3482931 

181 

4.0e-13 

53 
68 

(AC003970) germin-like protein [Arabidopsis thaliana] 
177371 

jC-atXP70C222A16T7047al 

BLASTN 

g3548797 

56 

1.0e-22 
84 



24548 



% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

Arabidopsis thaliana chromosome II BAC T18E12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177372 

jC-atXP70C222C18T7024al 

BLASTN 

g2264302 

84 

3.0e-39 

339 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAC12, complete sequence [Arabidopsis thaliana] 

177373 

jC-atXP70C222C19T7032al 

BLASTX 

g464985 

142 

1.0e-08 

71 

45 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 
LIGASE 8) (UBIQUITIN CARRIER PROTEIN I 
>gi_398699_emb_CAA78713_ (Z14989) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4A) 



177374 

jC-atXP70C222C6T7087al 

BLASTN 

g4263694 

234 

1.0e-129 

396 

100 

Arabidopsis thaliana chromosome II BAC F22D22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177375 

jC-atXP70C222C9T7008al 

BLASTX 

g4263711 

211 

1.0e-16 

128 
41 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



177376 

jC-atXP70C222D13T7040al 

BLASTN 

g928933 

56 

2.0e-22 
214 



24549 



% identity 84 

NCBI Description A.thaliana mRNA for gamma -glutamyl transpeptidase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177377 

jC-atXP70C222F17T7088al 

BLASTX 

gl354272 

273 

6.0e-24 

54 
93 

(U51036) aspartic proteinase [Arabidopsis thaliana] 
177378 

jC-atXP7 0C222F22T7096al 

BLASTX 

g2078350 

339 

1.0e-31 

87 
78 

(U95923) transaldolase [Solanum tuberosum] 
177379 

jC-atXP71C221I2T7058dl 

BLASTX 

gll4089 

795 

3.0e-90 

178 

98 

RAS-RELATED PROTEIN ARA-4 >gi_81633_pir JS0641 GTP-binding 

protein ara-4 - Arabidopsis thaliana 

>gi_217839_dbj_BAA00831_ (D01026) small GTP-binding protein 
[Arabidopsis thaliana] >gi_3763922 (AC004450) GTP-binding 
protein [Arabidopsis thaliana] 

177380 

jC-atXP71C221J9T7090dl 

BLASTN 

g2343110 

33 

1.0e-08 

41 

95 

Homo sapiens monocyte/macrophage Ig-related receptor MIR-10 
(MIR cl-10) mRNA, complete cds 

177381 

jC-atXP71C221K10T7s2 

BLASTX 

g3695384 

509 

1.0e-51 

147 
76 

(AF096370) contains similarity to the helix-loop-helix 



24550 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



DNA-binding domain (Pfam: PF00010 HLH, E- value: 0.0046) 
[Arabidopsis thaliana] 

177382 

jC-atXP71C221K7T7011dl 

BLASTX 

g786117 

183 

7.0e-13 

399 

13 

(L41834) nuclear protein [Ensis minor] 
177383 

jC-atXP71C222G7T7001dl 

BLASTN 

g3341671 

352 

0.0e+00 

400 

97 

Arabidopsis thaliana chromosome II BAC F16B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177384 

jC-atXP7lC222G9T7s2 

BLASTN 

g2570223 

189 

1.0e-102 

279 
94 

Arabidopsis thaliana chromosome 1 BAC F20D22 sequence, 
complete sequence [Arabidopsis thaliana] 

177385 

jC-atXP71C222J10T7073dl 

BLASTN 

g732561 

59 

3.0e-24 

152 
88 

A. thaliana rpllS gene for plastid ribosomal protein CL15 
177386 

jC-atXP71C222L16T7028dl 

BLASTN 

g4589434 

72 

3.0e-32 

141 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MNJ7, complete sequence 



Seq. No. 



177387 



24551 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



jC-atXP71C222L5T7012dl 

BLASTX 

g3264805 

1028 

1.0e-112 

195 
99 

(AF071788) 
thaliana] 



phosphoenolpyruvate carboxylase [Arabidopsis 
>gi_407 9630_emb_CAA1048 6_ (AJ131710) phospho 



enole pyruvate carboxylase [Arabidopsis thaliana] 
177388 

jC-atXP71C222M22T7084dl 

BLASTX 

g3122572 

707 

1.0e-74 

206 
67 

NADH- UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 

>gi_758340_emb__CAA59818_ (X85808) 76 kDa mitochondrial 

complex I subunit [Solanum tuberosum] 

177389 

jC-atXP71C222N3T7s2 

BLASTX 

gl21075 

255 

3.0e-22 

49 
96 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR >gi__166725 
(M82921) H-Protein precursor [Arabidopsis thaliana] 
>gi_8 61215 (U27144) glycine decarboxylase complex H-protein 
precursor [Arabidopsis thaliana] >gi_3608151 (AC005314) 
glycine decarboxylase complex H-protein [Arabidopsis 

thaliana] >gi_4 4 5119_prf 1908425A Gly 

decarboxylase: SUBUNIT=H protein [Arabidopsis thaliana] 

177390 

jC-atXP71C222P10T7s2 

BLASTN 

g2264317 

223 

1.0e-122 

364 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 

177391 

jC-atXP71CFlA6T7086dl 

BLASTN 

g4263753 



24552 



"QT ACT 1 o/^t/^ivci 

riij/io i score 


ou 


E value 


7.0e-25 


Match length 


202 


% identity 


86 


NCBI Description 


Arabidopsis thaliana chromosome V map near < 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


177392 


Seq. ID 


jC-atXP71CFlB4T7055dl 


Method 


BLASTN 


NCBI GI 


g3790586 


DT "ACT 1 n oava 

tiij/io i score 


130 


E value 


3.0e-83 


Match length 


363 


% identity 


87 


NCBI Description 


Arabidopsis thaliana RING-H2 finger protein 




complete cds 


Seq. No. 


177393 


Seq. ID 


jC-atXP71CFlB7T7 071dl 


Method 


BLASTX 




g.c / dUj^o 


BLAST score 


177 


E value 


1.0e-12 


Match length 


76 


% identity 


53 


NCBI Description 


(AC002130) F1N21.13 [Arabidopsis thaliana] 


Seq. No. 


177394 


Seq. ID 


jC-atXP71CFlC3T7087dl 


Method 


BLASTX 


NCBI GI 


g4033469 


BLAST score 


178 


E value 


l . ue-ol 


Match length 


184 


% identity 


45 


NCBI Description 


ARGININE/ SERINE-RICH SPLICING FACTOR RSP41 




>gi_1707370__emb_CAA67799_ (X99436) splicing 




[Arabidopsis thaliana] 


Seq. No. 


177395 


Seq. ID 


jC-atXP71CFlC8T7008dl 


Method 


BLASTX 


NCBI GI 


g3264805 


BLAST score 


241 


E value 


5.0e-20 


Match length 


176 


% identity 


39 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(AF071788) phosphoenolpyruvate carboxylase [Arabidopsis 
thaliana] >gi_4079630_emb_CAA1048 6_ (AJ131710) phospho 
enole pyruvate carboxylase [Arabidopsis thaliana] 

177396 

jC-atXP72C221M2 3T7sl 

BLASTX 

g2078350 

362 



24553 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No 
Seq. ID 
Method 
NCBI GI 
BLAST s 
E value 
Match 1 
% ident 
NCBI De 



3.0e-34 

91 

81 

(U95923) transaldolase 



[Solanum tuberosum] 



core 

ength 
ity 

scription 



177397 

jC-atXP72C221018T7sl 

BLASTN 

g2182285 

77 

2.0e-35 

258 
81 

Sequence of BAC F5I14 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

177398 

jC-atXP72C221P12T7sl 

BLASTN 

g2244901 

34 

5.0e»10 

94 

84 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

177399 

jC-atXP73C223E17T7bl 

BLASTN 

g2618683 

103 

2.0e-50 

172 
93 

Arabidopsis thaliana chromosome II BAC T32G6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177400 

jC-atXP73C223E17T7d2 

BLASTX 

g2506443 

170 

1.0e-ll 

55 
65 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 

CHLORO PLAS T >g i_2 1 1 7 5 2 0_p i r JQ 1285 

glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast - 
Arabidopsis thaliana >gi_166704 (M64117) glyceraldehyde 
3-phosphate dehydrogenase [Arabidopsis thaliana] 
>gi_1402885_emb__CAA66816_ (X98130) 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 

(phosphorylating) [Arabidopsis thaliana] 



Seq. No. 



177401 



24554 



o 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP73C223E22T7bl 

BLASTN 

gl877523 

338 

0.0e+00 

440 

96 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177402 

jC-atXP73C223F21T7bl 

BLASTN 

gl877523 

460 

0.0e+00 

507 

99 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177403 

jC-atXP73C223F21T7d2 

BLASTX 

g2062157 

222 

9.0e-18 

60 
35 

(AC00r645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177404 

jC-atXP73C223F9T7bl 

BLASTX 

g399013 

259 

5.0e-94 

224 

54 

ADP,ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) 

>gi_99658_pir S21313 ADP, ATP carrier protein - Arabidopsis 

thaliana (fragment) >gi_16175_emb_CAA46518_ (X65549) 
adenylate translocator [Arabidopsis thaliana] 

>gi_445607_prf 1909354A adenylate translocator 

[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177405 

jC-atXP73C223L7T7bl 

BLASTX 

g4753651 

611 

1.0e-68 

161 
84 

(AL049751) ribosomal protein L13a like protein [Arabidopsis 



24555 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177406 

jC-atXP73C223L7T7d2 

BLASTX 

g4753651 

680 

2.0e-71 

157 
83 

(AL049751) 
thaliana] 



ribosomal protein L13a like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Se.q. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177407 

jC-atXP73C224A7T7bl 

BLASTN 

g405130 

244 

1.0e-134 

264 
98 

Arabidopsis thaliana nuclear-encoded chloroplast stromal 
cyclophilin (R0C4) mRNA, complete cds 

177408 

jC-atXP73C224B2T7d2 

BLASTN 

g4584841 

518 

0. 0e+00 

636 

96 

Genomic sequence for Arabidopsis thaliana BAC T23E23, 
complete sequence 

177409 

jC-atXP73C224B4T7bl 

BLASTX 

gl24157 

212 

1.0e-16 

140 
36 

INSULIN-DEGRADING ENZYME (INSULYSIN) (INSULINASE) (INSULIN 
PROTEASE) >gi_184556 (M21188) insulin-degrading enzyme 
[Homo sapiens] 

177410 

jC-atXP73C224B6T7bl 

BLASTN 

g2582640 

50 

5.0e-19 

74 
93 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 
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# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177411 

jC-atXP73C224C3T7bl 

BLASTX 

g461899 

721 

2.0e-76 

160 

91 

PEPT IDYL- PROLYL CIS-TRANS ISOMERASE, CHLOROPLAST PRECURSOR 
(PPIASE) (ROTAMASE) (CYCLOPHILIN) (CYCLOSPORIN A-BINDING 

PROTEIN) >gi_1076368_pir B53422 peptidylprolyl isomerase 

(EC 5.2.1.8) ROC4 - Arabidopsis thaliana >gi__405131 
(L14845) cyclophilin [Arabidopsis thaliana] >gi_1322278 
(U42724) cyclophilin [Arabidopsis thaliana] 

177412 

jC-atXP73C224E2T7d2 

BLASTN 

g3264774 

131 

4.0e-67 

497 

-89 

Arabidopsis thaliana BAC T8A17 chromosome IV, complete 
sequence [Arabidopsis thaliana] 

177413 

jC-atXP73CF2F2T7bl 

BLASTX 

g3775985 

206 

5.0e-22 

76 

78 

(AJ010456) RNA helicase [Arabidopsis thaliana] 
177414 

jC-atXP73CF2F3T7bl 

BLASTN 

g2582640 

51 

2.0e-19 

71 
94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 

177415 

jC-atXP73CF2F5T7d2 

BLASTX 

g3882355 

284 

1.0e-27 

100 
61 

(U92460) 12-oxophytodienoate reductase OPR1 [Arabidopsis 



24557 



thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177416 

jC-atXP73CF3AHT7d2 

BLASTX 

g2244839 

279 

3.0e-29 

203 
14 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
177417 

jC-atXP73CF3B10T7d2 

BLASTX 

gl669387 

1243 

1.0e-137 

240 
100 

(U41998) actin 2 [Arabidopsis thaliana] 
177418 

jC-atXP73CF3BlT7d2 

BLASTX 

g3914666 

843 

8.0e-94 

236 
80 

CHLOROPLAST 50S RIBOSOMAL PROTEIN L4 PRECURSOR 
>gi_2791998_emb_CAA74895_ (Y14566) ribosomal protein L4 
[Arabidopsis thaliana] >gi_27 92000_emb_CAA7 4 8 94_ (Y14565) 
ribosomal protein L4 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177419 

jC-atXP73CF3C4T7d2 

BLASTX 

g4467139 

116 

6.0e-61 

210 
58 

(AL035540) putative protein phosphatase-2c [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177420 

jC-atXP73CF3C5T7d2 

BLASTX 

g3850573 

1081 

1.0e-118 

228 
91 

(AC005278) Similar to gi_1652733 glycogen operon protein 
GlgX from Synechocystis sp. genome gb_D90908. ESTs 
gb_H36690, gb_AA712462, gb__AA651230 and gb_N95932 come from 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



this gene. [Arabidopsis thaliana] 
177421 

jC-atXP73CF3C8T7d2 

BLASTX 

g2924523 

224 

5.0e-18 

236 

9 

(AL022023) putative protein [Arabidopsis thaliana] 
177422 

jC-atXP74C223L16T7011dl 

BLASTX 

gll73345 

365 

6.0e-55 

138 
83 

SEDOHEPTULOSE- 1 , 7-BIS PHOSPHATASE CHLOROPLAST PRECURSOR 
( SEDOHEPTULOSE-BISPHOSPHATASE ) ( SBPASE ) ( SED (1,7) P2ASE ) 

>gi_1076403_pir S51838 sedoheptulose-1, 7-biphosphatase - 

Arabidopsis thaliana >gi_7864 66_bbs_159034 (S74719) 
sedoheptulose-1 , 7-bisphosphatase, SBPase {EC 3.1.3.37} 
[Arabidopsis thaliana, C24, Peptide Chloroplast, 393 aa] 
[Arabidopsis thaliana] 

177423 

jC-atXP74C223L17T7 019dl 

BLASTX 

g3249095 

783 

2.0e-83 

204 
80 

(AC003114) Contains similarity to dihydrof olate reductase 
(dfrl) gb_L13703 from Schizosaccharomyces pombe. ESTs 
gb__N37 567 and gb__T4 3002 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177424 

jC-atXP7 4C223N6T7083dl 

BLASTX 

g2245020 

71 

5.0e-15 

221 
32 

(Z97341) growth regulator homolog 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



177425 

jC-atXP7 4C224F7T7041dl 

BLASTX 

gl421741 

715 

1.0e-75 
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o 



Match length 

% identity 

NCBI Description 

•Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193 
67 

(U54770) cytochrome P450 homolog [Lycopersicon esculentum] 
177426 

jC-atXP74C224H10T7073dl 

BLASTX 

g3264805 

1231 

1.0e-136 

239 
99 

(AF071788) 
thaliana] 



phosphoenolpyruvate carboxylase [Arabidopsis 
>gi 4079630 emb CAA10486 (AJ131710) phospho 



enole pyruvate carboxylase [Arabidopsis thaliana] 
177427 

jC-atXP74C224H21T7010dl 

BLASTX 

g228938 

83 

6.0e-09 

337 

8 

Hyp-rich glycoprotein [Zea diploperennis] 
177428 

jC-atXP74C224J9T7034dl 

BLASTX 

g2245093 

197 

7.0e-15 

111 
48 

(Z 97 343) membrane channel protein [Arabidopsis thaliana] 
177429 

jC-atXP74C224K10T7066dl 

BLASTX 

g4090884 

382 

2.0e-36 

159 

57 

(AF025333) vesicle-associated membrane protein 7B; 
synaptobrevin 7B [Arabidopsis thaliana] 

177430 

jC-atXP74C224K21T7074dl 

BLASTN 

g4586241 

282 

1.0e-157 

594 

87 

Arabidopsis thaliana DNA chromosome 4, BAG clone T20K1E 
(ESSA project) 



24560 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177431 

jC-atXP74C224K5T7058dl 

BLASTX 

g3319347 

928 

1.0e-100 

195 

89 

(AF077407) No definition line found [Arabidopsis thaliana] 
177432 

jC-atXP74C224N21T7079dl 

BLASTN 

g2582640 

34 

3.0e-09 

46 
93 

Arabidopsis thaliana ruRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177433 

jC-atXP7 4C224O20T7 0 95dl 

BLASTX 

gl421741 

81 

3.0e-01 

145 

18 

(U54770) cytochrome P450 homolog [Lycopersicon esculentum] 
177434 

j C- atXP7 4 C2 2 4 P 6T 7 0 1 6dl 

BLASTX 

g480725 

343 

4.0e-32 

119 

55 

beta-fructofuranosidase {EC 3.2.1.26) - Arabidopsis 
thaliana >gi_4 0274 0_emb_CAA52 619_ (X74514) 
beta-fructofuranosidase [Arabidopsis thaliana] 
>gi_757536_emb_CAA52620_ (X7 4515) beta-fructofuranosidase 
[Arabidopsis thaliana] 

177435 

jC-atXP74C225D23T7022dl 

BLASTX 

g!402908 

1077 

1.0e-118 

230 
91 

(X98315) peroxidase [Arabidopsis thaliana] 
>giJL429221_emb_CAA67313_ (X98777) peroxidase ATP16a 
[Arabidopsis thaliana] >gi_4 4 558 02_emb_CAB 3719 3_ (AJ133036) 



24561 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



peroxidase [Arabidopsis thaliana] 
177436 

jC-atXP74C225E18T7038dl 

BLASTX 

gl076393 

1046 

1.0e-114 

210 
100 

RCI14A protein - Arabidopsis thaliana 
>gi_540559_emb_CAA52237_ (X74140) RCI14A [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177437 

jC-atXP74C225G17T7007dl 
BLASTX 
g480725 
255 

1.0e-21 
153 
29 

beta-f ructofuranosidase (EC 3.2.1, 
thaliana >gi_402740_emb_CAA52619_ 
beta-fructof uranosidase [Arabidopsis thaliana] 
>giJ757536_emb_CAA52620_ (X74515) beta-f ructofuranosidase 
[Arabidopsis thaliana] 



.26) - Arabidopsis 
(X74514) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177438 

jC-atXP74C225G23T7023dl 

BLASTN 

g3869072 

303 

1.0e-170 

672 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MJB24, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



177439 

jC-atXP74C226A2 0T7072dl 

BLASTX 

gl421741 

97 

6.0e-40 

181 

50 

(U54770) cytochrome P450 homolog [Lycopersicon esculentum] 
177440 

jC-atXP74C22 6A23T7088dl 

BLASTX 

gl421741 

205 

1.0e-17 

176 

29 



24562 



NCBI Description (U54770) cytochrome P450 homolog [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177441 

jC-atXP75C225l21T7dl 

BLASTX 

g2055273 

207 

2.0e-16 

39 
97 

(D85339) hydroxypyruvate reductase [Arabidopsis thaliana] 
177442 

jC-atXP75C226E3T7dl 

BLASTX 

g2252849 

543 

1.0e-55 

160 

68 

(AF013294) contains similarity to gag proteins [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177443 

jC-atXP75C226E3T7sl 

BLASTN 

g2252848 

51 

1.0e-19 

208 
83 

Arabidopsis thaliana BAC TM018A10 
177444 

jC-atXP75C226G7T7sl 

BLASTN 

g4559375 

328 

0.0e+00 

370 

100 

Arabidopsis thaliana chromosome II BAC F11C10 genomic 
sequence, complete sequence 

177445 

jC-atXP75C226K23T7sl 

BLASTN 

g3367567 

382 

0.0e+00 

429 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F8D20 
(ESSAII project) 



Seq. No. 
Seq. ID 



177446 

jC-atXP75C227021T7dl 
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# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
■NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



BLASTX 
g99698 
235 

9.0e-20 

88 
58 

glutamate — ammonia ligase (EC 6.3.1.2) 
lambdaAtgskb6) - Arabidopsis thaliana 



cytosolic (clone 



Seq. No. 
Seq. ID 
Method 



177447 

jC-atXP75C227023T7sl 

BLASTN 

g472874 

65 

2.0e-28 

85 
94 

A. thaliana mRNA for plasma membrane intrinsic protein lc 
177448 

jC-atXP75C228F3T7dl 

BLASTN 

g4314354 

91 - 

5.0e-44 

143 

91 

Arabidopsis thaliana chromosome II BAC T9I22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

17744-9 

jC-atXP7 6C226P10T7dl 

BLASTX 

gll70373 

922 

1.0e-100 

182 
99 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74 604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

177450 

jC-atXP7 6C227D6T7sl 

BLASTX 

g4056457 

201 

1.0e-15 

52 
79 

(AC005990) ESTs gb_234051 and gb_F13722 come from this 
gene. [Arabidopsis thaliana] 

177451 

jC-atXP76C227L21T7sl 
BLASTN 



24564 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3869067 
186 

1.0e-100 

275 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCK7 r complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 


177452 


Seq. ID 


jC-atXP76C227L7T7sl 


Method 


BLASTX 


NCBI GI 


g3912919 


BLAST score 


591 


rj V cL_L llti 


J.Uc D J_ 


Match length 


120 


% identity 


100 


NCBI Description 


(AF001308) hypotheti 


Seq. No. 


177453 


Seq. ID 


jC-atXP7 6C227N6T7sl 


Method 


BLASTN 


NCBI GI 


g928809 


BLAST score 


34 


E value 


1.0e-09 


Match length 


"1 A H 
14 / 


% identity 


83 


NCBI Description 


Arabidopsis thaliana 


Seq. No. 


177454 


Seq. ID 


jC-atXP7 6C228G7T7sl 


Method 


BLASTN 


NCBI GI 


g4741928 


BLAST score 


64 


E value 


2.0e-27 


Match length 


152 


Q- i J— ^ -1— ■ t * 

■s lueniity 


0 t> 


NCBI Description 


Arabidopsis thaliana 




complete cds 


Seq. No. 


177455 


Seq. ID 


jC-atXP7 6C228H2T7sl 


Method 


BLASTN 


NCBI GI 


g3859658 


BLAST score 


254 


E value 


1.0e-141 


Match length 


382 


% identity 


99 


NCBI Description 


Arabidopsis thaliana 




(ESSAII project) 


Seq. No. 


177456 


Seq. ID 


jC-atXP77C228K12T7sl 


Method 


BLASTN 


NCBI GI 


g4538949 


BLAST score 


76 


E value 


7.0e-35 


Match length 


213 



mRNA, 



BAC clone T16L1 



24565 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F24G24 



177457 

jC-atXP77C228K20T7sl 

BLASTN 

g3608126 

158 

2.0e-83 

402 

89 

Arabidopsis thaliana chromosome II BAC T32F12 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177458 

jC-atXP77C229D15T7dl 

BLASTN 

g2597829 

73 

4.0e-33 
141 

88 

Arabidopsis thaliana CBL1 gene 
177459 

jC-atXP77C229F10T7dl 

BLASTN 

g4006940 

36 

2.0e-ll 

52 

92 

Arabidopsis thaliana mRNA for voltage-dependent 
anion-selective channel protein 

177460 

jC-atXP77C229I22T7sl 

BLASTN 

g4220633 

379 

0.0e+00 

447 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K7J8, complete sequence [Arabidopsis thaliana] 

177461 

jC-atXP7 7C229J13T7sl 

BLASTN 

g2246620 

53 

2.0e-21 

113 

93 

Arabidopsis thaliana salt-stress induced tonoplast 
intrinsic protein mRNA, complete cds 



24566 



# 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177462 

jC-atXP77C229J19T7sl 

BLASTN 

g3449327 

103 

4.0e-51 

151 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MCA23, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177463 

jC-atXP77C229J6T7sl 

BLASTX 

g2632254 

306 

6.0e-28 

87 

67 

(Y12465) serine/threonine kinase [Sorghum bicolor] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177464 

jC-atXP77C230E10T7sl 

BLASTN 

g2828182 

111 

1.0e-55 

183 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, 
M0J9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177465 

jC-atXP77C230E7T7sl 

BLASTN 

g2924651 

175 

8.0e-94 

255 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K2A18, complete sequence [Arabidopsis thaliana] 



TAC clone 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177466 

jC-atXP77C230FlT7sl 

BLASTN 

g2832611 

119 

3.0e-60 

359 

89 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone F13C5 



Seq, No. 
Seq. ID 



177467 

jC-atXP77C230H20T7sl 



24567 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2656032 

429 

0.0e+00 

437 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZF18 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177468 

jC-atXP77C230I23T7sl 

BLASTN 

g4490322 

201 

1.0e-109 

333 
89 

Arabidopsis thaliana mRNA for nitrate transporter, partial 
177469 

jC-atXP78C229K13T7bl 

BLASTX 

g2245093 

47 

1.0e-44 

157 
71 

(Z97343) membrane channel protein [Arabidopsis thaliana] 
177470 

jC-atXP78C229K15T7bl 

BLASTN 

g2342673 

172 

1.0e-91 

340 
96 

Sequence of BAC F7G19 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

177471 

jC-atXP78C229L21T7bl 

BLASTX 

gl706772 

787 

3.0e-84 

155 

96 

FARNESYL- DIPHOSPHATE FARNESYLTRANSFERASE (SQUALENE 
SYNTHETASE) (SQS) (SS) (FPP:FPP FARNESYLTRANSFERASE) 

>gi_1076324_pir S54251 f arnesyl-diphosphate 

farnesyltransf erase (EC 2.5.1.21) - Arabidopsis thaliana 
>gi_798820_emb_CAA60385_ (X86692) f arnesyl-diphosphate 
f arnesyltransferase [Arabidopsis thaliana] 
>gi_806325_dbj_BAA06103_ (D29017) squalene synthase 
[Arabidopsis thaliana] >gi_2232212 (AF004560) squalene 
synthase 1 [Arabidopsis thaliana] 



24568 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_3096933_emb_CAA18843. 1_ (AL023094) f arnesyl-diphosphate 
f arnesyltransferase [Arabidopsis thaliana] >gi_4098519 
(U79159) squalene synthase [Arabidopsis thaliana] 

177472 

jOatXP78CF4C12T7bl 

BLASTN 

gl621538 

101 

2.0e-49 

256 
93 

Arabidopsis thaliana annexin-like protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177473 

jC-atXP7 8CF4D5T7bl 

BLASTX 

g3983125 

283 

4 ,0e-25 

83 
75 

(AF097 64 8 ) phosphate/ triose-phosphate trans locator 
precursor [Arabidopsis thaliana] 

177474. 

jC-atXP7 8CF4E3T7bl 

BLASTX 

g2062163 

85 

8.0e-18 

144 

42 

(AC001645) jasmonate inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177475 

jC-atXP78CF4E7T7bl 

BLASTN 

g3097257 

52 

3.0e-20 

92 
89 

Platichthys flesus Ki-ras gene (exons 1 to 4) 
177476 

jC-atXP78CF4G2T7bl 

BLASTX 

g2129597 

232 

2.0e-22 

84 

64 

glutamate dehydrogenase 1 - Arabidopsis thaliana 

>gi_1098 960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 



24569 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] >gi_JL293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

177477 

jC-atXP78CF4G4T7bl 

BLASTN 

g2582640 

38 

7.0e-12 

75 
91 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

177478 

jC-atXP78CF5B6T7bl 

BLASTX 

g2781354 

107 

1.0e-04 

89 
25 

(AC003113) F24O1.10 [Arabidopsis thaliana] 
177479 

jC-atXP7 8CF5CHT7bl 

BLASTX 

g4006941 

577 

1.0e-59 

139 
82 

(AJ131391) voltage-dependent anion-selective channel 
protein [Arabidopsis thaliana] 

177480 

jC-atXP78CF5D10T7bl 

BLASTN 

g2225992 

38 

8.0e-12 

38 
100 

Nicotiana tabacum mRNA for f erredoxin-NADP reductase 
177481 

jC-atXP78CF5D9T7bl 

BLASTN 

g2804255 

40 

5.0e-13 

98 
84 

Oryctolagus cuniculus mRNA for interferon gamma, complete 
cds 



Seq. No. 



177482 



24570 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP78CF5G2T7bl 

BLASTX 

gl565225 

637 

1.0e-66 

144 
85 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
177483 

jC-atXP78CF5H5T7bl 

BLASTX 

g4204274 

266 

4.0e-23 

104 

56 

(AC00414 6) ribulose bisphosphate carboxylase, small subunit 
[Arabidopsis thaliana] 

177484 

jC-atXP78CF6F3T7bl 

BLASTX 

gl!09600 

730 

2.0e-77 

145 

94 

(D16628) ATsEH [Arabidopsis thaliana] >gi_2760840 
(AC003105) soluble epoxide hydrolase [Arabidopsis thaliana] 

177485 

jC-atXP7 9C230M13T7bl 

BLASTX 

g3859607 

71 

5.0e-42 

103 

89 

(AF104919) contains similarity to cysteine proteases 
PF00112, E=.21, N=l) [Arabidopsis thaliana] 



(Pf am: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177486 

jC-atXP7 9C230N13T7d2 

BLASTX 

g3859607 

526 

2.0e-53 

129 
81 

(AF104919) contains similarity to cysteine proteases (Pfam: 
PF00112, E=.21, N=l) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



177487 

jC-atXP7 9C230O17T7d2 

BLASTX 

g4378848 



24571 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



277 

2.0e-24 

94 

57 

(AF124349) hydrolase [ Zymomonas mobilis] 
177488 

jC-atXP79C230O22T7bl 

BLASTX 

gl31528 

305 

2.0e-27 

164 
30 

POLYPYRIMIDINE TRACT-BINDING PROTEIN ( PTB) (HETEROGENEOUS 
NUCLEAR RIBONUCLEOPROTEIN I) (HNRNP I) (57 KD RNA-BINDING 
PROTEIN PPTB-1) >gi_357 68_emb_CAA43973_ (X62006) 
polypirimidine tract binding protein [Homo sapiens] 
>gi_35774_emb_CAA43056__ (X60648) polyp yrimidine 
tract-binding protein (pPTB) [Homo sapiens] >gi_4096061 
(AC006273) PTB_HUMAN; PTB; HETEROGENEOUS NUCLEA; HNRNP I; 
57 KD RNA-BINDING PROTEIN PPTB-1 [Homo sapiens] 

177489 

jC-atXP7 9C230P9T7bl 

BLASTX 

g2851508 

688 

2.0e-72 

135 

97 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597, gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

177490 

jC-atXP79C231F6T7bl 

BLASTX 

g4586256 

586 

1.0e-60 

140 
83 

(AL04 964 0) probable photosystem I 
[Arabidopsis thaliana] 



chain XI precursor 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177491 

jC-atXP7 9C231I12T7bl 

BLASTX 

g2661422 

928 

1.0e-100 

188 
96 

(AJ001342) Putative S-phase-specif ic ribosomal protein 



24572 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_3096936_emb_CAA1884 6 . 1_ 
(AL023094) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] 

177492 

jC-atXP79C237B2T7d2 

BLASTN 

gl890153 

276 

1.0e-154 

448 

91 

A. thaliana mRNA for alpha-mannosidase precursor 
177493 

jC-atXP7 9C237C3T7bl 

BLASTX 

g2252859 

306 

8.0e-28 

136 

51 

(AF013294) No definition line found [Arabidopsis thaliana] 
177494 

jC-atXP7 9C237C3T7d2 

BLASTN 

gl871173 

417 

0.0e+00 

535 

98 

Arabidopsis thaliana chromosome II BAC T06D20 genomic 
sequence, complete sequence 

177495 

jC-atXP7 9C237D8T7bl 

BLASTX 

g285741 

202 

2.0e-15 

222 
32 

(D14550) EDGP precursor [Daucus carota] 
177496 

jC-atXP79C237F6T7d2 

BLASTX 

g3242721 

556 

5.0e-57 

156 
79 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 



Seq. No. 



177497 



24573 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



jC-atXP79C237H12T7d2 

BLASTX 

g4567225 

469 

8.0e-47 

88 
100 

(AC007119) 



unknown protein [Arabidopsis thaliana] 



177498 

jC-atXP79C238ClT7d2 

BLASTX 

gl809305 

304 

5.0e-49 

165 
68 

(U72241) 
(U73781) 



histone 
histone 



Hl- 
Hl- 



3 [Arabidopsis thaliana] >gi_1809315 
3 [Arabidopsis thaliana] 
>gi_4 406813_gb_AAD20121_ (AC006201) Histone HI [Arabidopsis 
thaliana] 



177499 

jC-atXP7 9C238H10T7bl 

BLASTN 

g2582640 

39 

3.0e-12 

67 

94 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

177500 

jC-atXP7 9C239C7T7d2 

BLASTX 

g2388906 

414 

2.0e-40 

173 

44 

(Z98974) hypothetical protein [Schizosaccharomyces pombe] 
177501 

jC-atXP7 9C239DlT7bl 

BLASTX 

gl669387 

153 

1.0e-09 

164 
21 

(U41998) actin 2 [Arabidopsis thaliana] 
177502 

jC-atXP7 9C239E2T7d2 

BLASTX 

g3287687 



24574 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



692 

6.0e~73 

153 

93 

(AC003979) Match to sucrose-proton symporter (SUC2) gene 
gb_X75382 from A. thaliana. [Arabidopsis thaliana] 



177503 

jC-atXP79C240AlT7bl 

BLASTX 

g2341034 

605 

7.0e-63 

126 

95 

(AC000104) F19P19.13 



[Arabidopsis thaliana] 



177504 

jC-atXP7 9C24 0C21T7bl 

BLASTN 

g4028980 

53 

1.0e-20 

57 
98 

pCPl(-) SK positive selection cloning vector gltS gene' 
177505 

jC-atXP79CF4G9T7bl 

BLASTX 

g2809259 

700 

7.0e-74 

138 

99 

(AC002560) F21B7.28 [Arabidopsis thaliana] 
177506 

jC-atXP7 9CF4H10T7bl 

BLASTN 

g4538918 

593 

0.0e+00 

685 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F20B18 
(ESSA project) 

177507 

jC-atXP79CF4H2T7bl 

BLASTN 

g4725940 

59 

5.0e-24 

83 
94 

Arabidopsis thaliana DNA chromosome 4, BAC clone T1P17 



24575 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ESSA project) 
177508 

jC-atXP79CF4H5T7bl 

BLASTX 

g4678332 

492 

2.0e-49 

136 

64 

(AL04 9658) putative peptide transporter [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177509 

jC-atXP79CF4H8T7d2 

BLASTX 

g2809259 

739 

2.0e-78 

145 

99 

(AC002560) F21B7.28 



[Arabidopsis thaliana] 



177510 

jC-atXP7C91H4T7sl 

BLASTN 

g3158393 

59 

7.0e-25 

119 
87 

Arabidopsis thaliana LRR-containing F-box protein (COI1) 
mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177511 

jC-atXP7C91I19T7sl 

BLASTX 

gl32166 

262 

4.0e-23 

49 

94 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_81660_pir S04048 

ribulose-bisphosphate carboxylase activase precursor ■ 
Arabidopsis thaliana >gi__16471_emb__CAA32429__ (X14212) 
rubisco activase (AA 1 - 473) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177512 

jC-atXP7C91J3T7sl 

BLASTN 

g4581103 

139 

2.0e-72 

227 
91 

Arabidopsis thaliana chromosome II BAC T24I21 genomic 



24576 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence 
177513 

jC-atXP7C91K13T7dl 

BLASTX 

g2194119 

530 

2.0e-54 

104 

95 

(AC002062) No definition line found [Arabidopsis thaliana] 
177514 

jC-atXP7C91N10T7sl 

BLASTN 

g4090568 

153 

1.0e-80 

274 
88 

Arabidopsis thaliana Myb-related transcription factor CCA1 
gene, complete cds 

177515 

jC-atXP7C91P14T7dl 

BLASTN 

g2351062 

136 

2.0e-70 

242 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MAH20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177516 

jC-atXP7C91P23T7dl 

BLASTX 

g4581117 

516 

2.0e-62 

127 

96 

(AC005825) putative ubiquitin-conjugating enzyme 
E2;GB:T21483 appears to be a partially-spliced transcript 
from this gene [Arabidopsis thaliana] 

177517 

jC-atXP7C92A5T7sl 

BLASTN 

g681901 

324 

0.0e+00 

433 

97 

Arabidopsis thaliana gene for chloroplast RNA-binding 
protein cp29, complete cds (exonl, exon2, exon3, exon4 ) 



24577 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177518 

jC-atXP80C231J16T7sl 

BLASTN 

g4757390 

175 

8.0e-94 

253 
96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
F24B18, complete sequence 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match^ length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



177519 

jC-atXP80C231L9T7sl 

BLASTN 

g4249393 

391 

0. 0e+00 

440 

97 

Arabidopsis thaliana chromosome II BAC T9J2 3 genomic 
sequence^ complete sequence [Arabidopsis thaliana] 

177520 

jC-atXP80C231O3T7dl 

BLASTX 

g3421090 

696 

1.0e-73 

137 

99 

(AF043525) 20S proteasome subunit PAE2 [Arabidopsis 
thaliana] 

177521 

jC-atXP80C232B2T7dl 

BLASTX 

g3421090 

483 

2.0e-60 

127 

93 

(AF04 3525) 2 OS proteasome subunit PAE2 [Arabidopsis 
thaliana] 

177522 

jC-atXP80C232F18T7sl 

BLASTN 

g4589451 

102 

3.0e-50 

227 
82 

Arabidopsis thaliana genomic DNA f chromosome 5, PI clone 
T32G24, complete sequence 

177523 

jC-atXP80C240D16T7sl 



24578 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

g3510344 

236 

1.0e-130 

391 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJG14, complete sequence [Arabidopsis thaliana] 

177524 

jC-atXP80C240FlT7sl 

BLASTN 

g4589437 

438 

0. Oe+00 

459 

98 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MPN9, complete sequence 

177525 

jC-atXP80C240F21T7dl 

BLASTX 

g3269287 

707 

6.0e-75 

149 
92 

(AL030978) GH3 like protein [Arabidopsis thaliana] 
177526 

jC-atXP80C240F21T7sl 

BLASTX 

g2501812 

255 

5.0e-22 

51 
98 

(U91509) glycolate oxidase [Arabidopsis thaliana] 
177527 

jC-atXP80C240G20T7sl 

BLASTX 

g4510424 

632 

4.0e-66 

127 

98 

(AC006929) putative carboxypeptidase [Arabidopsis thaliana] 
177528 

jC-atXP80C240N2T7sl 

BLASTN 

g2564045 

148 

1.0e-77 

269 



24579 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



90 

Arabidopsis thai i ana genomic DNA, chromosome 5, TAC clone 
K8K14, complete sequence [Arabidopsis thaliana] 

177529 

jC-atXP80C240P2T7sl 

BLASTN 

g3128142 

482 

0.0e+00 

490 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQN23, complete sequence [Arabidopsis thaliana] 

177530 

jC-atXP81C240J5T7sl 

BLASTX 

g4191791 

218 

9.0e-18 

69 
67 

(AC005917) putative sf21 {Helianthus annuus } protein 
[Arabidopsis thaliana] 

177531 

jC-atXP81C240K17T7sl 

BLASTN 

g4589122 

74 

2.0e-33 

246 
87 

Arabidopsis thaliana At 14a protein mRNA, complete cds 
177532 

jC-atXP81C240L8T7sl 

BLASTN 

g4510360 

144 

1.0e-75 

168 

96 

Arabidopsis thaliana chromosome II BAC F11F19 genomic 
sequence, complete sequence 

177533 

jC-atXP81C240M3T7sl 

BLASTN 

g3068702 

234 

1.0e-129 

416 
97 

Arabidopsis thaliana putative transmembrane protein Glp 
(AtGl), putative nuclear DNA-binding protein G2p (AtG2), 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Eml protein (ATEM1) , putative chlorophyll synthetase 
(AtG4 ) , putative transmembrane protein G5p (AtG5 ) , put ^ 

177534 

jC-atXP82C240P16T7bl 

BLASTX 

g3138972 

1099 

1.0e-120 

224 
99 

(AF038505) dihydrolipoylacyltransf erase subunit of the 
branched-chain alpha-keto acid dehydrogenase complex 
[Arabidopsis thaliana] 

177535 

jC-atXP82C24 0P21T7d3 

BLASTX 

g232031 

57 

2.0e-40 

193 

52 

ELONGATION FACTOR 1 BETA 1 >gi_322851_pir S29224 

translation elongation factor eEF-1 beta' chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta 
[Oryza sativa] 

177536 

jC-atXP82C240P4T7d3 

BLASTX 

g913445 

539 

6.0e-55 

171 
59 

(S75487) alcohol dehydrogenase ADH=alcohol dehydrogenase 
homolog {EC 1.1.1.1} [Lycopersicon esculentum=tomatoes, cv 
red cherry, Peptide, 38 9 aa] [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177537 

jC-atXP82C241A2T7d3 

BLASTN 

g2656024 

188 

1.0e-101 

574 
98 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15E6 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



177538 

jC-atXP82CGlC2T7bl 

BLASTX 

gl!70373 

430 

3.0e-42 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



102 
84 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 7 0-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

177539 

jC-atXP82CGlE2T7bl 

BLASTN 

g2924654 

209 

1.0e-113 

347 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MHK7, complete sequence [Arabidopsis thaliana] 

177540 

jC-atXP82CGlE2T7d3 

BLASTN 

g2924653 

240 

1.0e-132 

538 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDA7, complete sequence [Arabidopsis thaliana] 

177541 

jC-atXP82CGlE6T7d3 

BLASTX 

gll70373 

660 

4.0e-69 

149 

88 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S4 6302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

177542 

jC-atXP82CGlE7T7d3 

BLASTN 

g4467358 

47 

5.0e-17 

47 

100 

Arabidopsis thaliana mRNA for Phosphatidylinositol 4-Kinase 
177543 

jC-atXP82CGlE8T7d3 

BLASTN 

g3413510 

34 
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# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-09 

42 

95 

Spinacia oleracea mRNA (nuclear-encoded) for chloroplast 
glucose-6-phosphate isomerase 

177544 

jC-atXP82CG!E9T7d3 

BLASTN 

g2618602 

53 

2.0e-20 

93 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSJ1, complete sequence [Arabidopsis thaliana] 

177545 

jC-atXP82CGlF10T7d3 

BLASTX 

g2829918 

166 

3.0e-ll 

98 
47 

(AC002291) similar to "tub" protein gp_U824 68^2072162 
[Arabidopsis thaliana] 

177546 

jC-atXP82CGlF3T7d3 

BLASTN 

g4467358 

53 

1.0e-20 

53 

100 

Arabidopsis thaliana mRNA for Phosphat idylinositol 4 -Kinase 
177547 

jC-atXP82CGlF8T7d3 

BLASTX 

g2760834 

519 

1.0e-52 

197 
59 

(AC003105) 
thaliana] 



putative nitrate transporter [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



177548 

jC-atXP82CGlGllT7d3 

BLASTX 

g4406804 

508 

3.0e-51 

126 

78 
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NCBI Description (AC006304) proline iminopeptidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177549 

j,C-atXP82CGlG9T7d3 

BLASTX 

g2506139 

545 

1.0e-55 

157 
68 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901__ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177550 

jC-atXP82CGlHllT7d3 

BLASTX 

gl710151 

1121 

1.0e-123 

208 

100 

(U72711) proline iminopeptidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177551 

jC-atXP82CGlHlT7d3 

BLASTX 

gl710151 

759 

7.0e-88 

209 
73 

(U72711) proline iminopeptidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177552 

jC-atXP82CG2A12T7bl 

BLASTN 

g58066 

43 

1.0e-14 

74 
92 

pBluescript SK(-) vector DNA, phagemid excised from lambda 
ZAP 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177553 

jC-atXP82CG2AlT7d3 

BLASTN 

g2914688 

196 

1.0e-106 

457 
95 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



177554 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP82CG2A7T7bl 

BLASTN 

g2582640 

53 

5.0e-21 

57 
98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177555 

jC-atXP82CG2B10T7d3 

BLASTX 

g4587615 

707 

1.0e-74 

197 
73 

(AC006951) putative acyl-CoA synthetase [Arabidopsis 
thaliana] >gi_4 68 94 69_gb_AAD27 905 . 1_AC007213_3 (AC007213) 
putative acyl-CoA synthetase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177556 

jC-atXP82CG2B7T7bl 

BLASTN 

g2582640 

69 

4.0e-30 

69 

100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177557 

jC-atXP82CG2B7T7d3 

BLASTN 

g2582640 

35 

6.0e-10 

39 
97 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

177558 

jC-atXP82CG2B8T7bl 

BLASTX 

gll70040 

322 

1.0e-29 

129 

54 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi_451198_dbj_BAA03137_ (D14049) glutathione reductase 
precursor [Arabidopsis thaliana] >gi_194 444 8_dbj_BAA19653_ 
(D8 9620) glutathione reductase precursor [Arabidopsis 
thaliana] >gi_74057 6_prf 2005376A glutathione reductase 



24585 



[Arabiciopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177559 

jC-atXP82CG2ClT7d3 

BLASTX 

g2997686 

696 

2.0e-73 

143 
96 

(AF053303) putative transcriptional co-activator 
[Arabidopsis thaliana] >gi_3513735 (AF08O118) contains 
similarity to RNA polymerase II transcription cofactor pl5 
[Arabidopsis thaliana] >gi_4539366_emb_CAB40060 . 1_ 
(AL04 9525) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177560 

jC-atXP82CG2C2T7bl 

BLASTN 

g2582640 

49 

4.0e-18 

65 
95 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177561 

jC-atXP82CG2C8T7bl 

BLASTX 

g3044214 

205 

7.0e-16 

89 
51 

(AF057044) acyl-CoA oxidase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177562 

jC-atXP82CG2D10T7d3 

BLASTN 

g4455168 

128 

2.0e-65 

290 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F10M10 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177563 

jC-atXP82CG2D2T7d3 

BLASTX 

g3913379 

126 

2.0e-23 

121 

55 

CRYPTOCHROME 2 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 



24586 



>gi_1857038 (U43397) cryptochrome 2 apoprotein [Arabidopsis 
thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177564 

jC-atXP82CG2E2T7d3 

BLASTX 

g3138972 

391 

6.0e-46 

125 

82 

(AF038505) dihydrolipoylacyltransf erase subunit of the 
branched-chain alpha-keto acid dehydrogenase complex 
[Arabidopsis thaliana] 

177565 

jC-atXP82CG2E7T7bl 

BLASTN 

g3492855 

36 

3.0e-10 

100 

85 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 

177566 

jC-atXP82CG2FHT7d3 

BLASTN 

g3138971 

42 

6.0e-14 

87 
95 

Arabidopsis thaliana dihydrolipoylacyltransf erase subunit 
of the branched-chain alpha-keto acid dehydrogenase complex 
(LTA1) mRNA, complete cds 

177567 

jC-atXP82CG2F3T7d3 

BLASTN 

g4467358 

38 

1.0e-ll 

42 
98 

Arabidopsis thaliana mRNA for Phosphatidylinositol 4-Kinase 



177568 

jC-atXP82CG2F6T7bl 

BLASTX 

g2146733 

445 

6.0e-44 

75 

100 

GAST1 protein homolog (clone GASA1) 



Arabidopsis thaliana 
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Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177569 

jC-atXP82CG2G!T7bl 

BLASTX 

g3170241 

149 

3.0e-09 

55 

45 

(AF042732) TU37B2 [Anopheles gambiae] 
177570 

jC-atXP82CG2GlT7d3 

BLASTX 

g3283893 

173 

2.0e-12 

60 

53 

(AF07 062 6) unknown [Homo sapiens] 
177571 

jC-atXP82CG2G3T7bl 

BLASTN 

g606949 

166 

5.0e-88 

500 

89 

Arabidopsis thaliana clone KNAT1 knotted-like homeobox 
protein gene, partial cds 

177572 

jC-atXP82CG2G3T7d3 

BLASTX 

gll70676 

394 

1.0e-48 

150 

64 

KNOTTED-LIKE HOMEOBOX PROTEIN 1 >gi_606950 (U14174) 
knotted-like homeobox protein [Arabidopsis thaliana] 
>gi_4689449_gb_AAD27897.1_AC006267_2 (AC006267) KNAT1 
homeobox-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177573 

jC-atXP83C2 41A15T7 025al 

BLASTN 

g3172156 

95 

5.0e-46 

216 

87 

Arabidopsis thaliana chromosome 1 BAC T22J18 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 



177574 
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Seq. ID 

.Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



jC-atXP83C241A18T704 9al 

BLASTX 

g2088653 

189 

4.0e-14 

97 
45 

(AF002109) Hslpro-1 related protein isolog [Arabidopsis 
thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177575 

jC-atXP83C241A20T7057al 

BLASTX 

gl709203 

253 

1.0e-21 

66 
67 

MY0-IN0SIT0L-1 (OR 4 ) -MONO PHOSPHATASE 1 (IMP 1) (INOSITOL 
MONOPHOSPHATASE 1) >gi_JL098 97 7 (U39444) myo-inositol 
monophosphatase 1 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177576 

jOatXP83C241A21T7 0 65dl 

BLASTX 

g3980396 

883 

2.0e-95 

164 
99 

(AC004561) 
thaliana] 



putative C-4 sterol methyl oxidase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177577 

jC-atXP83C241A22T7 073al 

BLASTN 

g2924505 

127 

5.0e-65 

310 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone M4E13 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177578 

jC-atXP83C241A22T7073dl 

BLASTX 

g2924515 

348 

1.0e-32 

69 
88 

(AL022023) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



177579 

jC-atXP83C241A23T7 081dl 
BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g2244866 
607 

4.0e-63 

133 

87 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
177580 

jC-atXP83C241A5T7001dl 

BLASTN 

g2351073 

47 

3.0e-17 

87 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MYJ24, complete sequence [Arabidopsis thaliana] 

177581 

jC-atXP83C241K16T704 2al 

BLASTN 

g2462264 

34 

2.0e-09 

46 

96 

Cucumis sativus mRNA for patatin-like protein, partial 
177582 

jC-atXP83C241K21T7 050al 

BLASTN 

g2642427 

66 

2.0e-28 

328 
90 

Arabidopsis thaliana chromosome II BAC T20D16 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



177583 

jC-atXP83C241LHT7 066al 

BLASTX 

g3451077 

275 

3.0e-24 

65 
72 

(AL031326) cysteine proteinase 
thaliana] 

177584 

jC-atXP83C241L21T7074al 

BLASTX 

gl709203 

237 

9.0e-20 
64 



- like protein [Arabidopsis 



24590 



0 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 



64 

MY0-IN0SIT0L-1 (OR 4 ) -MONO PHOSPHATASE 1 (IMP 1) (INOSITOL 
MONOPHOSPHATASE 1) >gi_1098977 (U39444) myo-inositol 
monophosphatase 1 [Lycopersicon esculentum] 

177585 

jC-atXP83C241L3T7058dl 

BLASTX 

g4586256 

555 

5.0e-57 

156 

72 

(AL04 9640) probable photosystem I chain XI precursor 
[Arabidopsis thaliana] 

177586 

jC-atXP83C241M17T7 019al 

BLASTX 

g2895510 

266 

4.0e-23 

94 
57 

(AF033204) putative pectin methylesterase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177587 

jC-atXP83C241M17T7019dl 

BLASTX 

g2895510 

798 

2.0e-85 

174 

92 

(AF033204) 
thaliana] 



putative pectin methylesterase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



177588 

jC-atXP83CG2G7T7048dl 

BLASTN 

g4159708 

344 

0.0e+00 

400 

96 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MKP6, complete sequence 

177589 

jC-atXP83CG2G8T7056al 

BLASTN 

g2668397 

43 

8.0e-15 

51 

98 



24591 



o 



NCBI Description Mus musculus mGLT-1 mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177590 

jC-atXP83CG3A4T7043al 

BLASTX 

g3135611 

54 

9.0e-32 

124 

62 

(AF062485) cellulose synthase [Arabidopsis thaliana] 
177591 

jC-atXP83CG3A6T7 059al 

BLASTX 

g3746059 

371 

2.0e-35 

134 

59 

(AC005311] 
thaliana] 



putative cysteinyl-tRNA synthetase [Arabidopsis 
>gi_4432812_gb_AAD20662_ (AC006593) putative 



cysteinyl-tRNA synthetase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177592 

jC-atXP83CG3A7T7067dl 

BLASTX 

g2369714 

144 

8.0e-09 

44 

64 

(Z97178) elongation factor 2 



[Beta vulgaris] 



177593 

jC-atXP83CG3B3T7020al 

BLASTX 

g4193388 

457 

1.0e-45 

129 
68 

(AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177594 

jC-atXP83CG3B7T704 4al 

BLASTN 

g4106339 

279 

1.0e-155 

399 

92 

Arabidopsis thaliana protein phosphatase 2A regulatory 
subunit isoform B 1 delta mRNA, complete cds 



Seq. No. 



177595 



24592 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



jC-atXP83CG3B7T7044dl 

BLAST N 

g4106339 

185 

2.0e-99 

345 

92 

Arabidopsis thaliana protein phosphatase 2A regulatory 
subunit isoform B T delta mRNA, complete cds 

177596 

jC-atXP83CG3B9T7052al 

BLAST N 

g!399264 

166 

3.0e-88 

430 

85 

Arabidopsis thaliana calmodulin-domain protein kinase CDPK 
isoform 9 (CPK9) mRNA, complete cds 

177597 

jC-atXP83CG3B9T7052dl 

BLASTX 

gl399265 

315 

1.0e-45 

145 

66 

(U31751) calmodulin-domain protein kinase CDPK isoform 9 
[Arabidopsis thaliana] 

177598 

jC-atXP83CG3C12T7021al 

BLASTN 

g4314354 

46 

1.0e-16 

138 
80 

Arabidopsis thaliana chromosome II BAC T9I22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177599 

jC-atXP83CG3C12T7021dl 

BLASTN 

g4314354 

44 

2.0e-15 

72 
90 

Arabidopsis thaliana chromosome II BAC T9I22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177600 

jC-atXP83CG3C6T7092dl 
BLASTX 



24593 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4006898 
67 

5.2e+00 

87 

38 

(Z99708) splicing factor-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177601 

jC-atXP83CG3C8T7013al 

BLASTN 

g3063438 

218 

1.0e-119 

335 
93 

Complete sequence of Arabidopsis F22013, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 


177602 


Seq. ID 


jC-atXP83CG3D5T7045al 


Method 


BLASTN 


NCBI GI 


g57923 


BLAST score 


52 


E value 


4.0e-20 


Match length 


67 


% identity 


94 


NCBI Description 


M.mus cuius Flk-1 mRNA 


Seq. No. 


177603 


Seq. ID 


jC-atXP83CG3D7T7061al 


Method 


BLASTN 


NCBI GI 


g2264309 


BLAST score 


318 


E value 


1.0e-179 


Match length 


426 


% identity 


96 


NCBI Description 


Arabidopsis thaliana 




MJJ3, complete sequen 


Seq. No. 


177604 


Seq. ID 


jC-atXP83CG3D7T7061dl 


Method 


BLASTN 


NCBI GI 


g2264309 


BLAST score 


202 


E value 


1.0e-109 


Match length 


290 


% identity 


92 



NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJJ3, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



177605 

jC-atXP83CG3D8T7069al 

BLASTX 

g3122271 

131 

2.0e-07 



24594 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
30 

IMPORTIN ALP HA- 2 SUBUNIT (KARYOPHERIN ALPHA- 2 SUBUNIT) (KAP 
ALPHA) >gi_2154717_emb_CAA70703_ (Y09511) Kap alpha protein 
[Arabidopsis thaliana] 

177606 

jC-atXP83CG3E4T7 022al 

BLASTN 

g2668397 

44 

2.0e-15 

52 

96 

Mus mus cuius raGLT-1 mRNA, complete cds 
177607 

jC-atXP83CG3E4T7022dl 

BLASTX 

g730220 

174 

2.0e-12 

116 
38 

OXALYL-COA DECARBOXYLASE >gi_108 6099_pir A55219 oxalyl-CoA 

decarboxylase (EC 4.1.1.8) - Oxalobacter formigenes 
>gi_150447 (M77128) oxalyl-CoA decarboxylase [Oxalobacter 
formigenes] 

177608 

jC-atXP83CG3E7T7 04 6al 

BLASTN 

g3212846 

387 

0.0e+00 

424 

98 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177609 

jC-atXP83CG3F10T7 04 7dl 

BLASTX 

g2829923 

316 

5.0e-29 

101 
63 

(AC002291) 
thaliana] 



Similar to uridylyl transferases [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



177610 

jC-atXP83CG3F7T7031dl 

BLASTN 

g4335744 

359 

0.0e+00 



24595 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



470 
94 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177611 

jC-atXP83CG3GllT7016dl 

BLASTX 

g2341034 

761 

4.0e-81 

152 

100 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
177612 

jC-atXP83CG3G12T7024dl 

BLASTX 

g2341034 

336 

2.0e-31 

149 

54 

(AC000104) F19P19.13 [Arabidopsis thaliana] 
177613 

jC-atXP83CG3G2T7063dl 

BLASTX 

g3287270 

246 

2.0e-32 

118 
63 

(Y09533) involved in starch met aba 1 ism [Solanum tuberosum] 
177614 

jC-atXP83CG3G4T707 9al 

BLASTX 

g2244792 

175 

2.0e-12 

46 

65 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
177615 

jC-atXP83CG3H2T704 0dl 

BLASTX 

gl706130 

178 

8.0e-13 

86 
48 

CDPK- RELATED PROTEIN KINASE (PK421) >gi_2129917_pir S60052 

calcium-dependent protein kinase homolog - carrot 
>gi_1103386_emb_CAA58750_ (X83869) CDPK-related protein 
kinase [Daucus carota] 



24596 



Seq. No. c 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177616 

jC-atXP84CG4C7T7bl 

BLASTN 

g531828 

35 

5.0e-10 

59 
93 

Cloning vector pSportl, complete cds 
177617 

jC-atXP84CG4C9T7bl 

BLASTN 

g3985950 

84 

3.0e-39 

353 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPI10, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177618 

jC-atXP84CG5A10T7bl 

BLASTX 

gl32074 

540 

3.0e-55 

139 

77 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1A PRECURSOR 

(RUBISCO SMALL SUBUNIT 1A) >gi_68063_pir RKMUA1 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
Al precursor - Arabidopsis thaliana 

177619 

jC-atXP84CG5AlT7bl 

BLASTX 

g4587525 

166 

2-0e-ll 

75 
49 

(AC007060) Contains the PF__00650 CRAL/TRIO 
phosphatidyl-inositol-transf er protein domain. ESTs 
gb_T7 6582, gb_N06574 and gb_Z25700 come from this gene. 

[Arabidopsis thaliana] 

177620 

jC-atXP8 4CG5A2T7bl 

BLASTX 

g2341031 

524 

2.0e-53 

122 

91 

(AC000104) F19P19.10 



[Arabidopsis thaliana] 



24597 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177621 

jC-atXP84CG5BlT7bl 

BLASTN 

g4756963 

54 

2.0e-21 

233 

81 

Arabidopsis thaliana DNA chromosome 4 7 BAC clone F10M23 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177622 

jC-atXP84CG5B5T7bl 

BLASTN 

g3413696 

110 

9.0e-55 

274 

85 

Arabidopsis thaliana chromosome II BAC T19L18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177623 

jC-atXP84CG5B6T7bl 

BLASTN 

g3097257 

39 

2.0e-12 

83 
86 

Platichthys flesus Ki-ras gene (exons 1 to 4 ) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177624 

jC-atXP84CG5CHT7bl 

BLASTX 

g2369714 

281 

7.0e-25 

97 

64 

(Z97178) elongation factor 2 



[Beta vulgaris] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177625 

jC-atXP84CG5C8T7bl 

BLASTX 

g3043415 

371 

2.0e-35 
94 

78 

(Y17053) At-hsc70-3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



177626 

jC-atXP84CG5D12T7bl 

BLASTN 

g2338549 



24598 



# 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 

9.0e-12 

46 

96 

Sparus aurata keratin mRNA, partial cds 



177627 

jC-atXP84CG5EHT7bl 

BLAST N 

gl017822 

44 

2.0e-15 

67 
93 

Human RNA polymerase II subunit 



(hsRPB8) mRNA, complete cds 



177628 

jC-atXP84CG5E12T7bl 

BLAST N 

g4220643 

194 

1.0e-105 

322 
95 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



177629 

jC-atXP84CG5E5T7bl 

BLASTX 

g3176687 

165 

5.0e-25 

118 

64 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb_R64 855 come from this gene. [Arabidopsis thaliana] 

177630 

jC-atXP84CG5E6T7bl 

BLASTX 

gll70373 

464 

2.0e-46 

128 
74 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072 4 73_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi__3974 82_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

177631 

jC-atXP84CG5F7T7bl 

BLASTX 

g3367596 



24599 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



519 

9.0e-53 

117 

86 

(AL031135) putative protein [Arabidopsis thaliana] 
177632 

jC-atXF84CG5GHT7bl 

BLASTX 

g4587525 

209 

2.0e-16 

77 
52 

(AC007060) Contains the PF_00650 CRAL/TRIO 
phosphatidyl-inositol-transfer protein domain. ESTs 
gb_T76582, gb_N0657 4 and gb_Z25700 come from this gene. 
[Arabidopsis thaliana] 

177633 

jC~atXP84CG5G7T7bl 

BLASTN 

gl66901 

116 

2.0e-58 

323 
90 

Arabidopsis thaliana beta-5 tubulin (TUBS) gene, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177634 

jC-atXP85C241C15T7bl 

BLASTX 

g3435279 

286 

3.0e-25 

156 
49 

(AF082391) protein kinase homolog [Arabidopsis thaliana] 
177635 

jC-atXP85C241D22T7bl 

BLASTX 

gl363492 

303 

3.0e-41 

174 
57 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi_576507 (L36858) outer membrane protein [Pisum 
sativum] >gi__633607_emb_CAA58720_ (X83767) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



177636 

jC-atXP85CG4D6T7bl 

BLASTX 

g2760086 



24600 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



301 

5.0e-27 

71 

47 

(Y16046) leucine-rich repeat protein [Arabidopsis thaliana] 
177637 

jC-atXP85CG4D8T7bl 

BLASTN 

g3097257 

60 

7.0e~25 

80 
94 

Platichthys flesus Ki-ras gene (exons 1 to 4) 



177638 

jC-atXP85CG4E9T7bl 

BLASTN 

g4538895 

414 

0.0e+00 

494 

96 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F17A8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



177639 

jC-atXP85CG4F3T7bl 

BLASTN 

g2252848 

229 

1.0e-126 

396 
99 

Arabidopsis thaliana BAC TM018AL0 
177640 

jC-atXP85CG7G12T7bl 

BLASTX 

g3122858 

870 

9.0e-94 

194 
91 

D-3-PHOSPHOGLYCERATE DEHYDROGENASE PRECURSOR 

>gi_218 9964_dbj_BAA20405_ (AB003280) Phosphoglycerate 

dehydrogenase [Arabidopsis thaliana] 

>gi_2804258_dbj__BAA2 4 440_ (AB010407) phosphoglycerate 
dehydrogenase [Arabidopsis thaliana] 

177641 

jC-atXP85CG7HHT7bl 

BLASTX 

g3319350 

701 

6.0e-74 



24601 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133 
98 

(AF077407) No definition line found [Arabidopsis thaliana] 
177642 

jC-atXP85CG8BlT7bl 

BLASTN 

g572605 

72 

4.0e-32 

96 
95 

B.napus ACCg8 gene 
177643 

jC-atXP85CG8B5T7bl 

BLASTN 

g3097257 

64 

4.0e-27 

76 
96 

Platichthys flesus Ki-ras gene (exons 1 to 4) 
177644 

jC-atXP85CG8B7T7bl 

BLASTX 

g2498277 

196 

1.0e-14 

207 



CYLICIN II (MULTIPLE-BAND POLYPEPTIDE II) 

>gi_2136733__pir 14 6014 cylicin II - bovine 

>gi_757754_emb_CAA86753_ (Z46789) cylicin II 



[Bos taurus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



177645 

jC-atXP85CG8C3T7bl 

BLASTX 

g3776561 

276 

4.0e-24 

129 

53 

(AC005388) Identical to DNA for acyl carrier protein (ACP) 
gene A2 gb_X57699 from A. thaliana. ESTs gb__W43252, 
gb_T42821, gb_N65229, gb_N97267, gb_F15491 and gb_AA040955 
come from this gene. [Arabidopsis thaliana] 

177646 

jC-atXP86CF10d2 

BLASTX 

g4115943 

169 

1.0e-ll 

186 
20 



24602 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF118223) contains similarity to eukaryotic protein kinase 
domains (Pfam: PF00069, score=312.6, E=4.7e-90, N-l) and EF 
hand domains (Pfam: PF00036, score=131, E=2.1e-35, N=4) 
[Arabidopsis thaliana] 

177647 

jC-atXP8 6CG10A10T7bl 

BLAST X 

g2143227 

289 

2.0e-35 

81 

93 

(Y13356) glyoxysomal isocitrate lyase [Brassica napus] 
177648 

jC-atXP8 6CG10A8T7d2 

BLASTN 

gl890153 

208 

1.0e-113 

459 
87 

A. thaliana mRNA for alpha-mannosidase precursor 
177649 

jC-atXP8 6CG10A9T7bl 

BLASTX 

gl31011 

82 

3.4e-01 

314 

19 

SALIVARY PROLINE-RICH PROTEIN PO (ALLELE K) (CONTAINS: 
PEPTIDE P-D) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177650 

jC-atXP86CG10B7T7bl 

BLASTN 

g4662640 

221 

1.0e-121 

448 

92 

Arabidopsis thaliana chromosome II BAC F15K19 genomic 
sequence, complete sequence 

177651 

jC-atXP8 6CG10B7T7d2 

BLASTX 

g4662644 

371 

3.0e-35 

152 

53 

(AC006429) unknown protein [Arabidopsis thaliana] 



24603 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177652 

j C-atXP8 6CG10C3T7bl 

BLASTN 

g3892595 

54 

4.0e-21 

70 
94 

Mus musculus mRNA for pheromone receptor 
177653 

j C-atXP8 6CG10C7T7d2 

BLASTX 

g2129579 

1026 

1.0e-112 

215 

94 

Dwarf 1 protein - Arabidopsis thaliana >gi_516043 (U12400) 
Dwarfl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177654 

jC-atXP86CG10D3T7d2 

BLASTX 

g!13026 

356 

2.0e-33 

106 
69 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE ) (ICL) 

>gi_68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_1128 62 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_447142_prf 1913424A 

isocitrate lyase [Brassica napus] 

177655 

jC-atXP8 6CG10D8T7d2 

BLASTX 

gl906826 

368 

5.0e-54 

186 
62 

(Y11827) heat shock protein [Arabidopsis thaliana] 
177656 

jC-atXP8 6CG4F7T7bl 

BLASTX 

g3643598 

86 

7.0e-30 

101 
67 

(AC005395) putative poly (A) polymerase [Arabidopsis 
thaliana] 



24604 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177657 

jC-atXP86CG4F7T7d2 

BLASTN 

g3643588 

284 

1.0e-158 

559 
89 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177658 

j C-atXP8 6CG4G2T7d2 

BLASTX 

g231683 

264 

7.0e-24 

101 
59 

CALNEXIN HOMOLOG PRECURSOR >gi_421825__pir JN0597 

calnexin-like protein - Arabidopsis thaliana 
>gi_16211_emb_CAA7 914 4_ (Z18242) calnexin homolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177659 

j C-atXP8 6CG4 G5T7bl 

BLASTN 

g2828278 

343 

0.0e+00 

677 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project} 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177660 

jC-atXP86CG4G9T7bl 

BLASTN 

g2244950 

92 

6.0e-44 

409 
83 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I contig 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177661 

jC-atXP8 6CG4G9T7d2 

BLASTX 

g2244979 

247 

1.0e-20 

163 
44 

(Z97340) similarity to enoyl-CoA hydratase [Arabidopsis 
thaliana] 



24605 



II 



.Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177662 

jC-atXP86CG8C12T'7bl 

BLASTN 

g639675 

35 

1.0e-09 

47 
96 

Oryzias latipes mRNA for photolyase, complete cds 
177663 

j C-atXP8 6CG8C4 T7d2 

BLASTX 

g2244750 

252 

3.0e-21 

72 
78 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177664 

jC-atXP86CG8C6T7bl 

BLASTX 

g!160355 

172 

1.0e-ll 

353 
7 

(U33058) UNC-8 9 [Caenorhabditis elegans] 
177665 

jC-atXP86CG8C7T7bl 

BLASTX 

g2736513 

160 

2.0e-10 

266 
12 

(AF039052) No definition line found [Caenorhabditis 
elegans] 

177666 

jC-atXP8 6CG8D10T7bl 

BLASTN 

g984755 

55 

8.0e-22 

63 

97 

O.sativa mRNA for chilling-inducible protein 



Seq. No. 
Seq. ID 
Method 



177667 

jC-atXP86CG8DHT7d2 
BLASTN 



24606 



# 



NCBI GI 
BLAST score 

value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4159704 
95 

9.0e-46 

323 

83 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MCB17, complete sequence 

177668 

jC-atXP8 6CG8D4T7d2 

BLASTX 

gll70034 

369 

9.0e-52 

119 
92 

GLUTAMATE — CYSTEINE LIGASE PRECURSOR 

(GAMMA-GLUTAMYLCYSTEINE SYNTHETASE) (GAMMA-ECS) (GCS) 

>gi_2129598_pir S60128 glutamate — cysteine ligase (EC 

6.3.2.2) precursor, chloroplast - Arabidopsis thaliana 
>gi_488615_emb_CAA82626_ (Z29490) gamma-glutamylcysteine 
synthetase [Arabidopsis thaliana] 

177669 

jC-atXP86CG8ElT7bl 

BLASTX 

g3643598 

482 

3.0e-48 

105 
84 

(AC005395) putative poly (A) polymerase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177670 

jC-atXP86CG8E5T7bl 

BLASTN 

g3785968 

198 

1.0e-107 

415 
89 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177671 

jC-atXP86CG8E5T7d2 

BLASTX 

g3785991 

507 

3.0e-51 

148 

71 

(AC005560) putative 



MAP kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



177672 

jC-atXP86CG9DHT7d2 



24607 



Method 
NCBI GI 
- BLAST score 
E value 
Match length 
% identity 
NCBI Description 



BLASTX 

g2827630 

190 

4.0e-54 

183 
66 

(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177673 

jC-atXP8 6CG9DlT7d2 

BLASTN 

g2828278 

163 

3.0e-86 

541 

90 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177674 

jC-atXP86CG9D6T7bl 

BLASTN 

g4115930 

180 

2.0e-96 

320 
97 

Arabidopsis thaliana BAC T4B21 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177675 

j C-atXP8 6CG9E6T7d2 

BLASTX 

g3549639 

1127 

1.0e-124 

242 

88 

(AJ005194) receiver-like protein 3 [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177676 

jC-atXP86CG9E9T7d2 

BLASTN 

g4191760 

100 

1.0e-48 

397 

88 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



177677 

jC-atXP86CG9FlT7bl 

BLASTN 

g2582640 

55 

8.0e-22 

59 



24608 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

177678 

jC-atXP8 6CG9FlT7d2 

BLASTN 

gl786137 

34 

3.0e-09 

38 

97 

Petunia hybrida mRNA for PEThy; ZPT3-1 , complete cds 
177679 

jC-atXP86CG9F4T7bl 

BLASTX 

g3096931 

169 

2.0e-13 

80 
61 

(AL023094) putative ribosomal protein S16 [Arabidopsis 
thaliana] 



Seq. No. 


177680 


Seq. ID 


jC-atXP86CG9F7T7d2 


Method 


BLASTX 


NCBI GI 


g2117612 


BLAST score 


97 


E value 


3.0e-09 


Match length 


138 


% identity 


38 


NCBI Description 


catalase (EC 1.11.1.6 


Seq. No. 


177681 


Seq. ID 


jC-atXP86CG9GHT7bl 


Method 


BLASTN 


NCBI GI 


g559342 


BLAST score 


59 


E value 


2.0e-24 


Match length 


63 


% identity 


98 


NCBI Description 


Human TBXAS1 gene for 


Seq. No. 


177682 


Seq. ID 


jC-atXP86CG9G6T7bl 


Method 


BLASTX 


NCBI GI 


g4803836 


BLAST score 


598 


E value 


1.0e-105 


Match length 


232 


% identity 


86 


NCBI Description 


(AB026987) a dynamin- 




thaliana] 


Seq. No. 


177683 



- Arabidopsis thaliana 



24609 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP86CG9G7T7bl 

BLASTN 

g416320 

38 

1.0e-ll 

54 
93 

Yeast centromere vector pRS415 with LEU2 marker, complete 
sequence 

177684 

jC-atXP8 6CG9H10T7d2 

BLASTN 

g4220641 

330 

0.0e+00 

510 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUL3, complete sequence [Arabidopsis thaliana] 

177685 

jC-atXP86CG9HHT7bl 

BLASTN 

g2828278 

237 

1.0e-130 

464 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177686 

j C-atXP8 6CG9H1 lT7d2 

BLASTN 

g2828278 

144 

7.0e-75 

583 
91 

Arabidopsis thaliana DNA chromosome 4, BAC clone T18B16 
(ESSAII project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177687 

jC-atXP86CG9HlT7bl 

BLASTX 

g450880 

383 

9.0e-37 

90 
84 

(X77199) heat shock cognate 70-1 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



177688 

jC-atXP87C244F6T7bl 

BLASTN 

g3849811 



24610 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



148 

2.0e-77 

200 
94 

Arabidopsis thaliana chromosome I BAC T2P11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



177689 

jC-atXP87C24 4G4T7bl 

BLASTN 

g2582640 

52 

4.0e-20 

76 

93 

Arabidopsis thaliana 
factor, RSp40 



mRNA for arginine/serine-rich splicing 



177690 

jC-atXP87C24 4H16T7bl 

BLASTX 

g3608261 

529 

6.0e-54 

106 

95 

(AB017564) dof zinc finger protein [Arabidopsis thaliana] 
177691 

jC-atXP87CG6D4T7bl 

BLASTN 

g3776000 

247 

1.0e-136 

353 
94 

Arabidopsis thaliana mRNA for DEAD box RNA helicase, RH12 
177692 

jC-atXP87CG8E12T7bl 

BLASTN 

g2582640 

60 

6.0e-25 

76 

96 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 

177693 

jC-atXP87CG8F6T7bl 

BLASTN 

g3097257 

43 

8.0e-15 

99 
90 



24611 



# 



NCBI Description Platichthys flesus Ki-ras gene (exons 1 to 4) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177694 

jC-atXP87CG8G10T7bl 

BLASTX 

g2062157 

214 

5.0e-17 

76 

30 

(AC001645) 
thaliana] 



jasmonate inducible protein isolog [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177695 

jC-atXP87CG8G9T7bl 

BLASTX 

g541858 

462 

4.0e-46 

89 
92 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi___4 69484__dbj_BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

177696 

jC-atXP88C241N24T7sl 

BLASTX 

g3204125 

223 

3.0e-18 

52 
85 

(AJ006766) putative Pi starvation-induced protein [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177697 

jC-atXP88C241O20T7dl 

BLASTX 

gll5783 

607 

3.0e-63 

114 

100 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 
( CAB- 140) ( LHC P ) >gi_l 637 6__emb__CAA2 7 5 4 3_ 
chlorophyll a/b binding protein (LHCP AB 
thaliana] 



TYPE I PRECURSOR 
(X03909) 

140) [Arabidopsis 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



177698 

jC-atXP88C241P2T7sl 

BLASTX 

g4680705 

162 

4.0e-ll 
50 



24612 



% identity 58 

NCBI Description (AF132967) CGI-33 protein [Homo sap 



iens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177699 

jC-atXP88C242C2T7sl 

BLASTN 

g4589439 

369 

0.0e+00 

377 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQM1, complete sequence 



Seq. 
Seq. 



No. 

ID 



177700 

jC-atXP8 8C242H10T7sl 



Method 


BLASTN 




NCBI GI 


g2244829 




BLAST score 


168 




E value 


1.0e-89 




Match length 


321 




% identity 


87 




NCBI Description 


Arabidopsis thaliana 




fragment 


No 


Seq. No. 


177701 




Seq. ID 


jC-atXP8£ 


3C242J14T7sl 


Method 


BLASTX 




NCBI GI 


gl769849 




BLAST score 


157 




E value 


1.0e-10 




Match length 


53 




% identity 


64 




NCBI Description 


(Z75663) 


chlorophyll 


Seq. No. 


177702 




Seq. ID 


jC-atXP8£ 


3C244I17T7sl 


Method 


BLASTN 




NCBI GI 


g3128142 




BLAST score 


408 




E value 


0.0e+00 




Match length 


412 




% identity 


100 




NCBI Description 


Arabidopsis thaliana 



MQN23, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177703 

jC-atXP88C244K16T7sl 

BLASTX 

g4567208 

179 

7.0e-13 

103 

45 

(AC007168) unknown protein [Arabidopsis thaliana] 



Seq. No. 



177704 



24613 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



jC-atXP89C242K4T7sl 

BLASTN 

g4455348 

246 

1.0e-136 

315 

100 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T13J8 



177705 

jC-atXP8 9C242K7T7049dl 

BLASTN 

g2264317 

117 

6.0e-59 

310 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUG13, complete sequence [Arabidopsis thaliana] 

177706 

jC-atXP89C242LHT7sl 

BLASTX 

g!134882 

320 

1.0e-29 

59 
92 

(Z68291) cysteine protease [Pisum sativum] 



177707 

jC-atXP89C242M4T7sl 

BLASTN 

g4490717 

61 

4.0e-26 

137 

86 

Arabidopsis thaliana DNA chromosome 4, 
proj ect ) 



BAC clone (ESSA 



177708 

jC-atXP8 9C244L15T7066dl 

BLASTN 

g3367500 

324 

0. 0e+00 

384 

96 

REVERSE-COMPLEMENT OF: F23 J3 . GCG . SEQ CHECK: 2754 FROM: 1 
TO: 93489, complete sequence [Arabidopsis thaliana] 

177709 

jC-atXP89C244M23T7sl 

BLASTX 

g4262157 



24614 



II 



BLAST score 

E value 

Match length 

% identity 

NCB1 Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



155 

2.0e-10 

64 

48 

-(AC005275) putative calmodulin [Arabidopsis thaliana] 
177710 

jC-atXP89C24 4N2T7sl 

BLASTN 

gl6270 

73 

6.0e-33 

283 
86 



NCBI Description A. thaliana enolase gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177711 

jC-atXP8 9C244O21T7019dl 

BLASTN 

g3005688 

212 

1.0e-115 

425 
100 

Arabidopsis thaliana AT 4 mRNA sequence 
177712 

jC-atXP89C244021T7sl 

BLASTN 

g3005688 

102 

5.0e-50 

267 

92 

Arabidopsis thaliana AT 4 mRNA sequence 
177713 

jC-atXP89C244O24T7027dl 

BLASTN 

g3763915 

343 

0.0e+00 

431 

99 

Arabidopsis thaliana chromosome II BAC F14B2 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177714 

jC-atXP89C244P12T7051dl 

BLASTX 

g4406759 

246 

8.0e-21 

94 

50 

(AC006836) hypothetical protein [Arabidopsis thaliana] 



24615 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177715 

jC-atXP8 9C244P21T7075dl 

BLASTX 

g2281629 

110 

8.0e-75 

141 

98 

(AF003095) AP2 domain containing protein RAP2 . 2 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177716 

jC-atXP8 9C244P6T7043dl 

BLASTN 

g3449320 

378 

0. 0e+00 

476 

82 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRB17 , complete sequence [Arabidopsis thaliana] 

177717 

jC-atXP8 9C245C12T7079dl 

BLASTX 

gll72872 

123 

3.0e-60 

159 

76 

CYSTEINE PROTEINASE RD19A PRECURSOR >gi_54 1856_pir JN0718 

drought-inducible cysteine proteinase (EC 3.4.22.-) RD19A 
precursor - Arabidopsis thaliana >gi_435618_dbj_BAA02373_ 
(D13042) thiol protease [Arabidopsis thaliana] 
>gi_4539328_emb__CAB38829.1_ (AL035679) drought-inducible 
cysteine proteinase RD19A precursor [Arabidopsis thaliana] 

177718 

jC-atXP89C245C13T7087dl 

BLASTX 

g4680498 

281 

7.0e-25 

142 

36 

(AF119222) TIA-1 related protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177719 

jC-atXP89C245DlT7024dl 

BLASTX 

g417103 

629 

1.0e-65 

130 
98 

HISTONE H3.2, MINOR >gi_28287 l_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 



24616 



>gi_16324_emb_CAA42957_ (X60429), histone H3.3 like protein 
[Arabidopsis thaliana] >gi__404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U094 64) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153__ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58 445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350_dbj_BAA31218__ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi__40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4 4 9075 4_emb_CAB38 916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 9075 5_emb_CAB38 917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177720 

jC-atXP8 9C245D8T7048dl 

BLASTX 

g2129726 

291 

4.0e-53 

114 

100 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi_514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi_4544370_gb_AAD22281.1_AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177721 

jC-atXP89C245F3T7088dl 

BLASTX 

g3176714 

271 

2.0e-29 

84 

82 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177722 

jC-atXP89CG2015dl 

BLASTN 

g4589428 

37 

3.0e-ll 

251 
82 

Arabidopsis thaliana genomic 
MFH8, complete sequence 



DNA, chromosome 5, PI clone: 



Seq. No. 
Seq. ID 

Method 



177723 

jC-atXP8 9CG6A8T7092dl 
BLASTN 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4159709 
71 

2.0e-31 

336 

82 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MLN21, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



177724 

jC-atXP8 9CG6B3T7 005dl 

BLASTX 

g2791278 

354 

2.0e-33 

152 

46 

(Z69257) beta-xylosidase [Hypocrea jecorina] 
177725 

jC-atXP8 9CG6B6T7021dl 

BLAST N 

g4467358 

42 

3.0e-14 

42 

100 

Arabidopsis thaliana mRNA for Phosphatidylinositol 4-Kinase 
177726 

jC-atXP8 9CG6B9T7037dl 

BLASTX 

g4099090 

218 

5.0e-20 

121 
45 

(U83178) unknown [Arabidopsis thaliana] 
177727 

jC-atXP89CG6C3T7053dl 

BLASTX 

gll70373 

480 

3.0e-48 

109 

88 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_1072473_pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 

177728 

jC-atXP8 9CG6C9T7085dl 

BLASTN 

g2924651 

260 

1.0e-144 



24618 



Match length 

% identity 

NCBI Description 



471 
98 

Arabiciopsis thaliana genomic DNA f chromosome 5, TAC clone: 
K2A18, complete sequence [Arabidopsis thaliana] 



Seq. No. 


177729 


Seq. ID 


jC-atXP89CG6D6T7014dl 


Method 


BLASTN 


NCBI GI 


g984051 


BLAST score 


52 


E value 


4.0e-20 


Match length 


98 


% identity 


94 


NCBI Description 


A. thaliana mRNA for thioglucoside glucohydrolase 


Seq. No. 


177730 


Seq. ID 


jC-atXP8 9CG6D9T7030dl 


Method 


BLASTN 


NCBI GI 


g2341023 


BLAST score 


62 


S value 


4 . Oe-26 


Match length 


210 


% identity 


82 


NCBI Description 


Sequence of BAC F19P19 from Arabidopsis thaliana 




1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


177731 


Seq. ID 


jC-atXP89CH5AlT7007dl 


Method 


BLASTX 


NCBI GI 


g419760 


BLAST score 


148 


E value 


2.0e-09 


Match length 


73 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_384 98 33_emb_CAA4 364 6_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 

177732 

j C-atXP8 9CH5A5T7039dl 

BLASTN 

g4263642 

131 

2.0e-67 

233 
90 

Arabidopsis thaliana chromosome II BAC T13H18 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



177733 

jC-atXP8C92G8T7dl 

BLASTN 

g3150396 

111 

9.0e-56 

167 
92 



24619 



NCBI Description Arabidopsis thaliana chromosome II BAC T27E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177734 

jC-atXP8C92K!T7dl 

BLASTX 

g4651204 

181 

3.0e-13 

52 
54 

(AB026262) ring finger protein [Cicer arietinum] 
177735 

jC-atXP8C92M10T7dl 

BLAST N 

g4220637 

51 

1.0e-19 

83 
90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MIE1, complete sequence [Arabidopsis thaliana] 



177736 

jC-atXP8C92M9T7dl 

BLASTX 

g4107101 

589 

5.0e-61 

116 
99 

(AB015142) AHP2 [Arabidopsis thaliana] 
>gi_4156241_dbj J3AA37110_ (AB012568) ATHP1 
thaliana] 



[Arabidopsis 



177737 

jC-atXP8C92M9T7sl 

BLASTX 

g4107101 

779 

3.0e-83 

156 

99 

(AB015142) AHP2 [Arabidopsis thaliana] 

>gi_4156241_dbj_BAA37110__ (AB012568) ATHP1 [Arabidopsis 
thaliana] 

177738 

jC-atXP8C92N8T7sl 

BLASTN 

g3790580 

166 

2.0e-88 

286 
90 

Arabidopsis thaliana RING-H2 finger protein RHBla mRNA, 
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II 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177739 

jC-atXP90C242O3T7s2 

BLASTX 

g2062169 

437 

3.0e-43 

122 



(AC001645) 
thaliana] 



ABC transporter (PDR5-like) isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq^ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177740 

jC-atXP90C245F14T7s2 

BLASTN 

g3420042 

380 

0.0e+00 

392 

99 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177741 

jC-atXP90C245I22T7s2 

BLASTN 

g2689438 

50 

4.0e-19 

234 

82 

Arabidopsis thaliana BAC F2401 chromosome 1, complete 
sequence [Arabidopsis thaliana] 

177742 

jC-atXP90C245M2T7s2 

BLASTX 

g510876 

414 

1.0e-40 

98 
83 

(X80051) NADP dependent malic enzyme [Phaseolus vulgaris] 
177743 

jC-atXP90C245N10T7s2 

BLASTN 

g3046853 

150 

4.0e-79 

198 
94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRA19, complete sequence [Arabidopsis thaliana] 



Seq. No. 



177744 



24621 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP90C245O22T7d2 

BLASTN 

g4163996 

98 

7 ,0e-48 

146 

89 

Arabidopsis thaliana alpha-xylosidase precursor 
mRNA, partial cds 



(XYL1) 



Seq. No. 
Seq. ID 

Method 



177745 

jC-atXP90C24 6E12T7s2 

BLASTN 

g4115370 

44 

2.0e-15 

120 
89 

Arabidopsis thaliana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177746 

jC-atXP90C24 6F18T7d2 

BLASTX 

g3123296 

219 

6.0e-18 

43 

100 

CALMODUL IN- RELATE D PROTEIN 3, TOUCH- INDUCED >gi_598067 
(L3454 6) calmodulin-related protein [Arabidopsis thaliana] 

177747 

jC-atXP90C246G20T7s2 

BLASTN 

g2160155 

136 

2.0e-70 

275 

90 

Sequence of BAC F21M12 from Arabidopsis thaliana chromosome 
1, complete sequence [Arabidopsis thaliana] 

177748 

jC-atXP91C24 6I24T7dl 

BLASTN 

g3152602 

90 

3.0e-43 

202 
86 

Arabidopsis thaliana chromosome II BAC F27L4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177749 

j C-atXP91C24 6 J6T7bl 
BLASTX 



24622 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2191138 
726 

7.0e-77 

145 

100 

(AF007269) 
thaliana] 



A IG002N01.18 gene product [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score , 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



177750 

jC-atXP91C247C14T7bl 

BLASTX 

g4539456 

1259 

1.0e-139 
231 

98 

(AL04 9500) osmotin precursor [Arabidopsis thaliana] 
177751 

jC-atXP91C247G15T7bl 

BLASTX 

gll70034 

605 

6.0e-82 

161 

96 

GLUTAMATE — CYSTEINE LIGASE PRECURSOR 

(GAMMA- GLUT AMYLCYSTEINE SYNTHETASE) (GAMMA-ECS) (GCS) 

>gi_2129598_pir S60128 glutamate— cysteine ligase (EC 

6.3.2.2) precursor, chloroplast - Arabidopsis thaliana 
>gi_4 8 8 615_emb_CAA8 2 62 6_ ( Z2 94 90 ) gamma -glutamyl cysteine 
synthetase [Arabidopsis thaliana] 

177752 

jC-atXP91CG6HlT7bl 

BLASTX 

g3341679 

419 

7.0e-41 

166 

54 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

177753 

jC-atXP91CHlC10T7bl 

BLASTN 

g3283989 

50 

1.0e-18 

50 
100 

Cloning vector pCMVTAG2b, complete sequence 
177754 

jC-atXP91CHlC12T7bl 
BLASTX 



24623 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll69598 
317 

5.0e-29 

149 

46 

OMEGA- 6 FATTY ACID DESATURASE, ENDOPLASMIC RETICULUM 
(DELTA- 12 DESATURASE) >gi_438451 (L26296) delta-12 
desaturase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177755 

jC-atXP91CHlC8T7bl 

BLASTN 

g4582428 

75 

1.0e-33 

238 
87 

Arabidopsis thaliana chromosome II BAC T18C20 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177756 

jC-atXP91CHlE3T7bl 

BLASTN 

g3492855 

250 

1.0e-138 

645 
99 

Genomic sequence for Arabidopsis thaliana BAC F20N2, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177757 

jC-atXP92C24 6M18T7081dl 

BLASTX 

g3928099 

110 

7.0e-14 

171 

17 

(AC005770) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177758 

jC-atXP92C246N21T7004dl 

BLASTX 

gl732570 

773 

2.0e-82 

151 

97 

(U72153) beta-glucosidase 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



177759 

jC-atXP92C24 9A17T7075dl 

BLASTX 

gll9975 

607 

6.0e-63 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148 
84 

FERREDOXIN PRECURSOR >gi_99692_pir S09979 ferredoxin 

[2Fe-2S] precursor - Arabidopsis thaliana 
>gi_l 64 3 7_emb_CAA35 7 5 4_ (X51370) ferredoxin precursor 
[Arabidopsis thaliana] >gi_166698 (M35868) ferrodoxin A 
[Arabidopsis thaliana] 

177760 

jC-atXP92C24 9B14T7013dl 

BLASTX 

g3819710 

937 

1.0e-101 

183 

94 

(AJ224161) delta-8 sphingolipid desaturase [Arabidopsis 
thaliana] 

177761 

jC-atXP92C249C3T7037dl 

BLASTX 

gl934726 

900 

2.0e-97 

179 

99 

(U95034) germin-like protein [Arabidopsis thaliana] 
177762 

jC-atXP92C24 9D20T7085dl 

BLASTX 

g4335764 

80 

3.4e-01 

53 
23 

(AC006284) putative WRKY DNA-binding protein [Arabidopsis 
thaliana] 

177763 

jC-atXP92CG3023dl 

BLASTX 

g4455223 

202 

2.0e-15 

99 

48 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



177764 

jC-atXP92CH3G10T7086dl 

BLASTX 

g3913379 

876 

2.0e-94 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



166 
97 

CRYPTOCHROME 2 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 
>gi_1857038 (U43397) cryptochrome 2 apoprotein [Arabidopsis 
thaliana] 

177765 

jC-atXP92CH3G12T7094dl 

BLASTN 

g4467358 

34 

3.0e-09 

42 

95 

Arabidopsis thaliana mRNA for Phosphatidylinositol 4-Kinase 
177766 

jC-atXP92CH3H8T704 7dl 

BLASTX 

g642134 

718 

6.0e-76 

137 

100 

(D45355) protein kinase [Arabidopsis thaliana] 
>gi_3063704__emb_CAA18595. 1_ (AL022537) protein kinase AME3 
[Arabidopsis thaliana] 

177767 

jC-atXP92CH4A3T7087dl 

BLASTX 

g3212869 

168 

2.0e-ll 

132 
28 

(AC004005) unknown protein [Arabidopsis thaliana] 
17 11 68 

jC-atXP92CH4A5T7095dl 

BLASTX 

g642134 

106 

4.0e-41 

134 
77 

(D45355) protein kinase [Arabidopsis thaliana] 
>gi_3063704_emb_CAA18595.1_ (AL022537) protein kinase AME3 
[Arabidopsis thaliana] 

177769 

jC-atXP92CH4B2T7048dl 

BLASTX 

g2191138 

292 

1.0e-31 

138 
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% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(AF007269) A_IG002N01 . 18 gene product [Arabidopsis 
thaliana] 

177770 

jC-atXP94CGHA10T7061dl 

BLASTN 

g4589440 

76 

2.0e-34 

428 

87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSD21, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177771 

jC-atXP94CGllAllT7bl 

BLASTN 

g3097257 

59 

2.0e-24 

75 
95 

Platichthys flesus Ki-ras gene 



(exons 1 to 4) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



177772 

jC-atXP94CGllA2T7bl 

BLASTX 

g3834307 * 

147 

2.0e-09 

40 

70 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712. 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 



177773 

jC-atXP94CGllA9T7053dl 

BLASTN 

g3413510 

36 

1.0e-10 

40 

97 

Spinacia oleracea mRNA (nuclear-encoded) 
glucose-6-phosphate isomerase 



for chloroplast 



177774 

jC-atXP94CGHB4T7006dl 

BLASTX 

g4539327 

195 

8.0e-15 

52 

73 
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NCBI Description (AL035679) putative proton pump [Arabidopsis thaliana] 



Seq. No. 


177775 


Seq. ID 


jC-atXP94CGHB5T7014dl 


Method 


BLASTX 


NCBI GI 


g3023516 


BLAST score 


433 


E value 


7.0e-77 


Match length 


155 


% identity 


95 


NCBI Description 


PROBABLE 1-DE0XYXYLUL0SE-5-PH0SPHATE SYNTHASE PRECURSOR 


(DXP SYNTHASE) >gi 1399261 (U27099) DEF [Arabidopsis 




thaliana] 


Seq. No. 


177776 


Seq. ID 


jC-atXP94CGHC10T7039dl 


Method 


BLASTN 


NCBI GI 


g4467358 


BLAST score 


42 


E value 


4.0e-14 


Match length 


54 


% identity 


94 


NCBI Description 


Arabidopsis thaliana mRNA for Phosphatidylinositol 4-Kinase 


Seq. No. 


177777 


Seq. ID 


jC-atXP94CGHC4T7bl 


Mpl-hod 


BLASTN 


NCBI GI 


gl890232 


BLAST score 


48 


E value 


6.0e-18 


Match length 


60 


% identity 


95 


NCBI Description 


T.evansi mRNA, clone Q16R1 


Seq. No. 


177778 


Seq. ID 


jC-atXP94CGHC6T7bl 


Method 


BLASTN 


NCBI GI 


g499300 


BLAST score 


153 


E value 


1.0e-80 


Match length 


257 


% identity 


90 


NCBI Description 


A. thaliana mRNA for ABI1 protein 


Seq. No. 


177779 


Seq. ID 


jC-atXP94CGHD3T7063dl 


Method 


BLASTN 


NCBI GI 


gl070003 


BLAST score 


36 


E value 


1.0e-10 


Match length 


40 


% identity 


97 


NCBI Description 


B.napus mRNA for biotin carboxyl carrier protein (pBP3) 




>gi 3715065 emb A59874.1 A59874 Sequence 3 from Patent 




WO9707222 


Seq'. No. 


177780 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP94CGHD4T7071dl 

BLASTX 

g2407790 

209 

2.0e-16 

94 
54 

(AF019910) 



grrl [Glycine max] 



Seq. No. 
Seq. ID 



177781 

jC-atXP94CGHD7T7087dl 

BLASTX 

gll75013 

126 

2.0e-36 

149 

60 

PLASMA MEMBRANE INTRINSIC PROTEIN 2A >gi_62 9542_pir S44 084 

plasma membrane intrinsic protein 2a - Arabidopsis thaliana 
>gi_472877_emb_CAA53477_ (X75883) plasma membrane intrinsic 
protein 2a [Arabidopsis thaliana] 

177782 

jC-atXP94CGHD8T7095dl 

BLASTN 

g4159704 

107 

4.0e-53 

275 
85 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 

177783 

jC-atXP94CGHD8T7bl 

BLASTN 

g4159704 

71 

1.0e-31 

187 
89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 

177784 

jC-atXP94CGHE2T7032dl 

BLASTX 

g99752 

429 

3.0e-42 

145 

67 

protochlorophyllide reductase 
Arabidopsis thaliana 

177785 

jC-atXP94CGHE5T704 8dl 



(EC 1.3.1.33) precursor 



24629 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl488521 

331 

1.0e-30 

67 
100 

(X99938) RNA helicase [Arabidopsis thaliana] 
177786 

jC-atXP94CGHE7T7064dl 

BLASTN 

g4662609 

46 

1.0e-16 

174 
89 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

177787 

jC-atXP94CGHE7T7bl 

BLASTN 

g4662609 

153 

1.0e-80 

262 
89 

Genomic sequence for Arabidopsis thaliana BAC F10A5, 
complete sequence 

177788 

jC-atXP94CG12A6T7088dl 

BLASTX 

g2129559 

79 

2.0e-49 

133 
81 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_3493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

177789 

jC-atXP94CH4F10T7051dl 

BLASTN 

g3702729 

194 

1.0e-105 

409 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K2A11, complete sequence [Arabidopsis thaliana] 



Seq. No. 



177790 



24630 



0 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP94CH4F10T7bl 

BLASTN 

g3894179 

111 

2.0e-55 

255 
86 

Arabidopsis thaliana chromosome II BAC F13H10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177791 

jC-atXP94CH4G2T7075dl 

BLASTN 

g4519188 

71 

1.0e-31 

174 

99 

Arabidopsis thaliana genomic 
K21L19, complete sequence 



DNA, chromosome 5, TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177792 

jC-atXP94CH4G5T7004dl 

BLASTN 

g3449323 

97 

5.0e-47 

251 

87 

Arabidopsis thaliana genomic DNA 7 chromosome 5, PI clone: 
MZA15, complete sequence [Arabidopsis thaliana] 

177793 

jC-atXP94CH4G9T7bl 

BLASTX 

g2384671 

446 

2.0e-44 

91 

98 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177794 

jC-atXP94CH4H10T7076dl 

BLASTN 

g4580454 

298 

1.0e-167 

419 
95 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 
Method 



177795 

jC-atXP94CH4H10T7bl 
BLASTN 



24631 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4512690 
37 

2.0e-ll 

113 

83 

Arabidopsis thaliana chromosome II BAC F11A3 genomic 
sequence, complete sequence 

177796 

jC-atXP94CH4HlT7044dl 

BLASTX 

gll73187 

425 

9.0e-42 

115 

77 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_136204 l_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein s!2 [Fragaria x ananassa] 

177797 

jC-atXP94CH4HlT7bl 

BLASTX 

g267073 

368 

2.0e-35 

72 

94 

TUBULIN BETA-2/BETA-3 CHAIN >gi_320184_pir JQ1587 tubulin 

beta chain - Arabidopsis thaliana >gi_166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi_166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



177798 

jC-atXP94CH4H5T7052dl 

BLASTX 

g3980385 

65 

2.0e-12 

125 
45 

(AC004561) putative 18 kDa class I heat shock protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177799 

jC-atXP94CH5E12T7041dl 

BLASTN 

g2271484 

49 

2.0e-18 

153 
85 

Arabidopsis thaliana arginine decarboxylase 
complete cds 



(spe2) mRNA, 



Seq. No. 



177800 



24632 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP94CH5E7T7bl 

BLAST N 

g2804255 

36 

9.0e-ll 

44 
95 

Oryctolagus cuniculus mRNA for interferon gamma, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177801 

jC-atXP94CH5FlT704 9dl 

BLASTN 

gl070003 

39 

7.0e-13 

47 

96 

B.napus mRNA for biotin carboxyl carrier protein (pBP3) 
>gi_3715065_emb_A59874.1_A59874 Sequence 3 from Patent 
WO9707222 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177802 

jC-atXP94CH5F3T7065dl 

BLASTN 

g4027862 

159 

5.0e-84 

440 

85 

Arabidopsis thaliana chromosome 1 BAC T7A14 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177803 

jC-atXP94CH5F5T7bl 

BLASTN 

g3986093 

44 

1.0e-15 

60 
95 

Chalinochromis brichardi DNA, microsatellite region 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177804 

jC-atXP94CH5F8T7bl 

BLASTN 

g3269280 

102 

4.0e-50 

270 
84 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



PI clone M4I22 



Seq. No. 
Seq. ID 
Method 



177805 

jC-atXP94CH5G4T7bl 
BLASTN 



24633 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2522426 
41 

9.0e-14 

57 

93 

Cloning vector pWSK29, complete sequence 
177806 

jC-atXP94CH5G7T702 6dl 

BLASTN 

g4454587 

119 

4.0e-60 

482 
99 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 

177807 

jC-atXP94CH5G8T7034dl 

BLASTN 

gl297184 

367 

0.0e+00 

4 65 
96 

Arabidopsis thaliana chromosome I cosmid g8261 DNA 
(cytosine-5-) methyltransf erase, zinc finger protein 1, 
nucleoporin 98, poly A+ RNA export protein, plasma membrane 
ATPase 2, and serine/threonine protein kinase genes, co 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



177808 

jC-atXP94CH5HlT7bl 

BLASTN 

g2352027 

44 

1.0e-15 

56 
95 

Cloning vector pRS4 02 with ADE2 marker, complete sequence 
177809 

jC-atXP94CH5H2T7 050dl 

BLASTN 

g2668397 

43 

9.0e-15 

51 

96 

Mus musculus mGLT-1 mRNA, complete cds 
177810 

jC-atXP94CH5H9T7074dl 

BLASTN 

g4580744 

124 

4.0e-63 



24634 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



348 
84 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 

177811 

jC-atXP95CGHE10T7093bl 

BLASTN 

g4585890 

93 

1.0e-44 

311 
93 

Arabidopsis thaliana chromosome II BAC T3G21 genomic 
sequence, complete sequence 

177812 

jC-atXP95CGllE10T7093dl 

BLASTN 

g4585890 

94 

3.0e-45 

202 
87 

Arabidopsis thaliana chromosome II BAC T3G21 genomic 
sequence, complete sequence 

177813 

jC-atXP95CGllEllT7006dl 

BLASTN 

g2980787 

90 

5.0e-43 

207 

89 

Arabidopsis thaliana DNA chromosome 4, PI clone M7J2 
(ESSAII project) 

177814 

jC-atXP95CGHF10T7062bl 

BLASTX 

g3461848 

358 

6.0e-34 

117 

64 

(AC005315) putative ATPase [Arabidopsis thaliana] 
177815 

jC-atXP95CGHF12T707 8dl 

BLASTX 

g3643607 

338 

1.0e-31 

80 
78 

(AC005395) unknown protein [Arabidopsis thaliana] 



24635 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177816 

jC-atXP95CGllF4T7030dl 

BLASTX 

gll70373 

468 

8.0e-47 

142 
72 

HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_10724 7 3__pir S46302 

heat shock cognate protein 70-1 - Arabidopsis thaliana 
>gi_397482_emb_CAA52684_ (X74604) heat shock protein 70 
cognate [Arabidopsis thaliana] 



Seq. No. 1778 

Seq. ID jC-a 

Method BIAS 

NCBI GI g451 

BLAST score 103 

E value 5.0e 

Match length 119 

% identity 97 

NCBI Description Arab 
MDC1 



17 

tXP95CGHF7T7046bl 
TN 

9193 



■51 



idopsis thaliana genomic DNA, chromosome 3, PI clone: 
1, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177818 

jC-atXP95CGHF7T704 6dl 

BLASTN 

g4519193 

69 

2.0e-30 
144 

88 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 



Seq. No. 


177819 


Seq. ID 


jC-atXP95CGHG10T7047bl 


Method 


BLASTN 


NCBI GI 


g3097257 


BLAST score 


41 


E value 


1.0e-13 


Match length 


69 


% identity 


90 


NCBI Description 


Platichthys flesus Ki-ras gene (exons 1 to 


Seq. No. 


177820 


Seq. ID 


jC-atXP95CGHG4T7015bl 


Method 


BLASTN 


NCBI GI 


g3892595 


BLAST score 


61 


E value 


1.0e-25 


Match length 


73 


% identity 


96 


NCBI Description 


Mus musculus mRNA for pheromone receptor 


Seq. No. 


177821 



24636 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP95CGHG6T7031dl 

BLASTN 

g3702739 

98 

1.0e-47 

174 
93 

Arabidopsis thaliana genomic DNA, chromosome 3, 
MXE2, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177822 

jC-atXP95CGllH12T7095dl 

BLASTX 

gll3026 

720 

2.0e-76 

152 

89 

ISOCITRATE LYASE (ISOCITRASE) (ISOCITRATASE) (ICL) 

>gi__68211_pir WZRPI isocitrate lyase (EC 4.1.3.1) - rape 

>gi_255220_bbs_112862 isocitrate lyase, threo-D 
S-isocitrate glyoxylate-lyase, IL {EC 4.1.3.1} [Brassica 
napus, seedlings, Peptide, 576 aa] >gi_167144 (L08482) 

isocitrate lyase [Brassica napus] >gi_4 4 7142__prf 1913424A 

isocitrate lyase [Brassica napus] 

177823 

jC-atXP95CG12BlT7009bl 

BLASTN 

g3097257 

51 

1.0e-19 

74 
93 

Platichthys flesus Ki-ras gene (exons 1 to 4) 
177824 

jC-atXP95CG12B2T7017dl 

BLASTN 

g4220633 

75 

6.0e-34 

238 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K7J8, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177825 

jC-atXP95CG12B4T7033dl 

BLASTN 

g4589418 

178 

2.0e-95 

290 

90 

Arabidopsis thaliana genomic 
K21G20, complete sequence 



DNA, chromosome 5, TAC clone: 



24637 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177826 

jC-atXP95CG12B8T7 04 9bl 

BLASTN 

g2264316 

47 

3.0e-17 

107 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MROll, complete sequence [Arabidopsis thaliana] 

177827 

jC-atXP95CG12B9T7057dl 

BLASTN 

g2264316 

69 

2.0e-30 

257 
91 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MROll, complete sequence [Arabidopsis thaliana] 



PI clone 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



177828 

jC-atXP95CG12ClT7081dl 

BLASTN 

g3241920 

87 

5.0e-41 

368 
86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MAE1, complete sequence [Arabidopsis thaliana] 

177829 

jC-atXP95CG12C4T7010dl 

BLASTX 

g4455329 

100 

6.0e-19 

88 
61 

(AL035525 ) lysine-ketoglutarate reductase/saccharopine 
[Arabidopsis thaliana] 

177830 

jC-atXP95CG12C5T7018bl 

BLASTN 

g3892595 

37 

1.0e-ll 

67 
91 

Mus mus cuius mRNA for pheromone receptor 
177831 

jC-atXP95CG12C6T702 6dl 



24638 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g4159704 

70 

7.0e-31 

283 
87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177832 

jC-atXP95CG12D10T7027dl 

BLASTX 

g2129639 

230 

6.0e-19 

83 
61 

luminal binding protein (BiP) - Arabidopsis thaliana 
>gi_1303695_dbj_BAA12348_ (D84414) luminal binding protein 
(BiP) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177833 

jC-atXP95CG12D6T7090bl 

BLASTX 

g3367522 

199 

2.0e-15 

129 

41 

(AC004392) 
thaliana] 



EST gb T04 691 comes from this gene. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177834 

jC-atXP95CG12D6T7090dl 

BLASTN 

g4760411 

110 

9.0e-55 

257 
86 

Arabidopsis thaliana chromosome 1 
complete sequence 



BAC F25C20 sequence, 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177835 

jC-atXP95CG12E5T7083bl 

BLASTN 

g3335331 

82 

4.0e-38 

166 
87 

Arabidopsis thaliana chromosome 1 BAC T8F5 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



177836 

jC-atXP95CG12FlT7020dl 
BLASTX 



24639 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4589123 
118 

2.0e-12 

86 
48 

(AF126374) Atl4a protein [Arabidopsis thaliana] 
177837 

jC-atXP95CG12E5T7044dl 

BLASTX 

g2244750 

688 

1.0e-72 

142 

90 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 
>gi_3088579 (AF059581) S-adenosyl-L-homocysteine hydrolase 
[Arabidopsis thaliana] 

177838 

jC-atXP95CG12F6T7052dl 

BLASTX 

gl707364 

374 

8.0e-36 

131 

65 

(X94 62 6) AATP2 [Arabidopsis thaliana] 
177839 

jC-atXP95CG12G12T7069dl 

BLASTX 

g3702323 

151 

1.0e-09 

51 

61 

(AC005397) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



177840 

jC-atXP95CG12G2T7005dl 

BLASTN 

g2980787 

171 

3.0e-91 

423 
93 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 

177841 

jC-atXP95CG12G5T7021bl 

BLASTN 

g4538990 

93 

1.0e-44 
201 



PI clone M7J2 



24640 



% identity 

-NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5L19 
(ESSA project) 

177842 

jC-atXP95CG12G5T7021dl 

BLASTN 

g4538990 

72 

2.0e-32 

115 

91 

Arabidopsis thaliana DNA chromosome 4, BAC clone T5L19 
(ESSA project) 

177843 

jC-atXP95CG12G9T7045dl 

BLASTN 

g2244950 

132 

6.0e-68 

328 
92 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

177844 

jC-atXP95CH2A10T7072bl 

BLASTN 

g2244901 

90 

6.0e-43 

261 

89 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

177845 

jC-atXP95CH2A5T7048bl 

BLASTX 

g2102691 

119 

1.0e-13 

70 
64 

(U64817) fructokinase [Lycopersicon esculentum] 
177846 

jC-atXP95CH2A9T7064bl 

BLASTN 

gll61509 

237 

1.0e-130 

394 
92 

A. thaliana mRNA for shaggy-like kinase dzeta 



24641 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177847 

jC-atXP95CH2A9T7064dl 

BLASTN 

g3201608 

154 

5.0e-81 

314 

89 

Arabidopsis thaliana chromosome II BAC F7F1 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177848 

jC-atXP95CH2B6T7096dl 

BLASTX 

g!351840 

250 

2.0e-28 

144 

53 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 

>gi_1084319_pir S53505 isocitrate lyase - cucumber 

>gi_1052578__emb_CAA84632_ (Z35499) isocitrate lyase 
[Cucumis sativus] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177849 

jC-atXP96C248A23T7bl 

BLASTN 

g2582640 

51 

9.0e-20 

55 

98 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp4 0 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177850 

jC-atXP96C248A5T7bl 

BLASTX 

gl336084 

732 

9.0e-78 

141 

99 

(U56635) Arabidopsis thaliana glutamate dehydrogenase 2 
(GDH2) mRNA, complete cds . [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177851 

jC-atXP96C248B18T7bl 

BLASTN 

g3941523 

57 

4.0e-23 

57 

100 

Arabidopsis thaliana putative transcription factor (MYB92) 
mRNA, complete cds 



24642 



II 



Seq. No. 


177852 


Seq. ID 


jC-atXP96C248C18T7bl 


Method 


BLASTN 


NCBI GI 


g984923 


BLAST seore 


45 


E value 


7.0e-16 


Match length 


61 


% identity 


47 


.NCBI Description 


Plasmid pBSL97 clonii 


Seq. No. 


177853 


Seq. ID 


jC-atXP96C248D4T7bl 


Method 


BLASTN 


NCBI GI 


g4558521 


BLAST score 


37 


E value 


4.0e-ll 


Match length 


146 


% identity 


89 


NCBI Description 


Genomic sequence for 




complete sequence 


Seq. No. 


177854 


Seq. ID 


jC-atXP96C248D9T7bl 


Method 


BLASTN 


NCBI GI 


g4325323 


BLAST score 


72 


E value 


5.0e-32 


Match length 


286 


% identity 


84 


NCBI Description 


Arabidopsis thaliana 




cds 


Seq. No. 


177855 


Seq. ID 


jC-atXP96C248H22T7bl 


Method 


BLASTX 


NCBI GI 


g3080415 


BLAST score 


623 


E value 


7.0e-65 


Match length 


147 


% identity 


75 


NCBI Description 


(AL022604) cysteine 




thaliana] 


Seq. No. 


177856 


Seq. ID 


jC-atXP96C249E9T7bl 


Method 


BLASTX 


NCBI GI 


g417204 


BLAST score 


376 


E value 


6.0e-36 


Match length 


175 


% identity 


45 



cysteine proteinase-like protein [Arabidopsis 



NCBI Description 



ADENYLATE KINASE (ATP-AMP TRANS PROS PHORYLASE } 

>gi_322067_pir S17070 adenylate kinase (EC 2.7.4,3) - 

Micrococcus luteus >gi_44436_emb_CAA35568_ (X17524) Adk 
protein [Micrococcus luteus] 



Seq. No. 



177857 



24643 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP96C24 9G10T7bl 

BLASTX 

g231995 

186 

9.0e-14 

80 
47 

DEHYDRIN RAB18 >gi_282880_pir S28021 rabl8 protein - 

Arabidopsis thaliana >gi JL6451_emb_CAA48178_ (X68042) 
[Arabidopsis thaliana] 



RAB18 



177858 

jC-atXP96C24 9G4T7bl 

BLASTX 

g3928543 

849 

2.0e-91 

178 
89 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 

177859 

jC-atXP96C24 9H18T7bl 

BLASTX 

g3738328 

418 

6.0e-41 

138 
59 

(AC005170) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177860 

jC-atXP96C249H4T7bl . 

BLASTX 

gl66570 

218 

1.0e-17 

115 
45 

(L04173) glycine rich protein [Arabidopsis thaliana] 
177861 

jC-atXP96C249I5T7bl 

BLASTX 

gl35626 

565 

4.0e-58 

114 
62 

TRANSCRIPTION INITIATION FACTOR TFIID-1 (TATA-BOX FACTOR 1) 
(TATA SEQUENCE-BINDING PROTEIN 1) (TBP-1) 

>gi_99763_pir S10946 transcription initiation factor IID 

(clone At-2) - Arabidopsis thaliana >gi_194 34 66_pdb_lVOK_A 

Chain A, Arabidopsis Thaliana Tbp (Dimer) 

>gi_19434 67_pdb_lVOK_B Chain B, Arabidopsis Thaliana Tbp 



24644 



# 



(Dimer) >gi_1943469_pdb_lVOL_B Chain B, Tfiib (Human Core 
Domain) TBP (A. T HAL I ANA) TATA ELEMENT Ternary Complex 
>gi_1654 8_emb_CAA38743_ (X54996) transcription initiation 

factor II [Arabidopsis thaliana] >gi_227074_prf 1613452B 

transcription initiation factor TFIID-2 [Arabidopsis 
thaliana] 



Seq. No. 


177862 


Seq. ID 


jC-atXP96C249J2T7bl 


Method 


BLASTN 


NCBI GI 


g3873174 


BLAST score 


441 


E value 


0 . Oe+00 


Match length 


587 


% identity 


100 


NCBI Description 


Genomic sequence for Arabidopsis thalian< 




complete sequence [Arabidopsis thaliana] 


Seq. No. 


177863 


Seq. ID 


j C-atXP96C24 9 J3T7bl 


Method 


BLASTN 


NCBI GI 


gl4140 


BLAST score 


67 


E value 


6.0e-29 


Match length 


87 


% identity 


94 


NCBI Description 


O.berteriana mitochondrial 18S rRNA & 5S 


Seq. No. 


177864 


Seq. ID 


jC-atXP96C250A5T7bl 


Method 


BLASTX 


NCBI GI 


gll5385 


BLAST score 


654 


E value 


1.0e-68 


Match length 


125 


% identity 


96 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 



5S rRNA genes 



TYPE I PRECURSOR 
(CAB-4) (LHCP) >gi_166646 (M63931) light-harvesting 
chlorophyll a/b binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177865 

jC-atXP96C250A8T7bl 

BLASTN 

g2582640 

50 

7.0e-19 

50 
100 

Arabidopsis thaliana mRNA for arginine/serine-rich splicing 
factor, RSp40 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



177866 

jC-atXP96C250C22T7bl 

BLASTN 

gl374771 

510 

0.0e+00 



24645 



Match length 


553 


% identity 


98 


NCBI Description 


Arabidopsis t ha liana mRNA 




complete cds 


Seq. No. 


177867 


Seq. ID 


jC-atXP96C250D14T7bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


55 


E value 


8.0e-22 


Match length 


55 


% identity 


100 


NCBI Description 


Arabidopsis t ha liana mRNA 




factor, RSp40 


Seq. No. 


177868 


Seq. ID 


jC-atXP96C250D22T7bl 


Method 


BLASTX 


NCBI GI 


g499301 


BLAST score 


539 


E value 


5.0e-55 


Match length 


106 


% identity 


100 


NCBI Description 


(X77116) ABI1 [Arabidopsis 




abscisic acid insensitive 




>gi 4538937 emb CAB39673.1 




ABI1 [Arabidopsis thaliana 


Seq. No. 


177869 


Seq. ID 


jC-atXP96CA2bl 


Method 


BLASTX 


NCBI GI 


g2117612 


BLAST score 


290 


E value 


5 . 0e-33 


Match length 


87 


% identity 


77 


NCBI Description 


catalase (EC 1.11.1.6) 3 - 


Seq. No. 


177870 


Seq. ID 


jC-atXP96CD5bl 


Method 


BLASTN 


NCBI GI 


g2582640 


BLAST score 


54 


E value 


2.0e-21 


Match length 


54 


% identity 


100 


NCBI Description 


Arabidopsis thaliana mRNA 




factor, RSp40 


Seq. No. 


177871 


Seq. ID 


jC-atXP96CH2B9T7bl 


Method 


BLASTX 


NCBI GI 


g3158370 


BLAST score 


345 


E value 


3.0e-32 


Match length 


99 



(AL049483) protein phosphatase 



- Arabidopsis thaliana 



24646 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



74 

(AF035382) catalase 3 [Arabidopsis thaliana] 
177872 

jC-atXP96CH2C12T7bl 

BLASTX 

g4559332 

239 

6.0e-20 

70 
71 

(AC007087) putative phosphoenolpyruvate carboxylase 
[Arabidopsis thaliana] 

177873 

jC-atXP96CH2C4T7bl 

BLASTX 

g2104679 

295 

2.0e-26 

77 

69 

(X97906) transcription factor [Vicia faba] 
177874 

jC-atXP96CH2D2T7bl 

BLAST N 

g4559319 

135 

1.0e-69 

235 
90 

Arabidopsis thaliana chromosome II BAC F14N22 genomic 
sequence, complete sequence 

177875 

jC-atXP96CH2D3T7bl 

BLASTX 

gl22087 

567 

3.0e-58 

136 

85 

HISTONE H3 >gi_8184 9_pir S04520 histone H3 (clone pH3c-l) 

- alfalfa >gi_82609_pir A26014 histone H3 - wheat 

>gi_19607_emb_CAA31964_ (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi_19609_emb_CAA31965__ (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi_217 97__emb_CAA254 51_ 
(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 
histone H3.1 [Medicago sativa] >gi_2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 

177876 

jC-atXP96CH2D5T7bl 

BLASTN 

g2160716 

81 



24647 



• 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-37 

197 

88 

Arabidopsis thaliana GUT15 mRNA, complete cds 
177877 

jC-atXP96CH2D6T7bl 

BLASTX 

gl729783 

326 

4.0e-30 

122 
50 

(Y09798) colR [Pseudomonas fluorescens] 
177878 

jC-atXP98CH2E2T7bl 

BLASTX 

g2583125 

735 

6.0e-78 

153 

87 

(AC002387) putative transketolase precursor [Arabidopsis 
thaliana] 

177879 

jC-atXP98CH2E7T7051dl 

BLASTN 

gl070003 

33 

1.0e-08 

45 - 
93 

B.napus mRNA for biotin carboxyl carrier protein (pBP3) 
>gi_3715065_emb_A59874.1_A59874 Sequence 3 from Patent 
WO9707222 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



177880 

jC-atXP98CH2FlT7bl 

BLASTX 

g!14330 

316 

4.0e-40 

137 

67 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi_67972_pir PXMUP1 H+-transporting ATPase (EC 3.6.1.35) 

type 1, plasma membrane - Arabidopsis thaliana >gi_166746 
(M24107) plasma membrane proton pump H+ ATPase [Arabidopsis 
thaliana] 

177881 

jC-atXP98CH2F4T7bl 

BLASTX 

g2827143 

350 



24648 



I) 



E value 
Match length 
% identity 
NCBI Description 



7.0e-33 

96 

74 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177882 

jC-atXP98CH2F5T7012dl 

BLASTX 

g2191165 

327 

5.0e-30 

106 

57 

(AF007270) A_IG002P16. 14 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177883 

jC-atXP98CH2F8T7bl 

BLASTX 

g2996650 

140 

6.0e-08 

336 
7 

(AC004493) KIAA0324 



[Homo sapiens] 



177884 

jC-atXP98CH2F9T7 03 6dl 

BLASTN 

g2351073 

155 

2.0e-81 

315 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYJ24 , complete sequence [Arabidopsis thaliana] 

177885 

jC-atXP98CH2G4T7 068dl 

BLASTX 

g3415117 

124 

7.0e-34 

82 
95 

(AF081203) villin 3 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177886 

jC-atXP98CH2HHT7bl 

BLASTN 

g3264774 

65 

8.0e-28 

228 
87 

Arabidopsis thaliana BAC T8A17 chromosome IV, complete 



24649 



sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177887 

jC-atXP98CH2H12T7006dl 

BLASTX 

g2980641 

140 

1.0e-38 

166 
61 

(Y11250) multi resistance protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177888 

jC-atXP98CH2H8T7bl 

BLASTX 

g4314363 

167 

2.0e-ll 

143 

32 

(AC006340) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI 1 GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177889 

jC-atXP98CH2H9T7077dl 

BLASTX 

g2498277 

154 

1.0e-09 

311 
11 

CYLICIN II (MULTIPLE-BAND POLYPEPTIDE II) 

>gi_2136733_pir 14 6014 cylicin II - bovine 

>giJ757754_emb_CAA86753_ (Z46789) cylicin II [Bos taurus] 



Seq. No. 


177890 


Seq. ID 


jC-atXP98CH7B6T7033dl 


Method 


BLASTX 


NCBI GI 


g786117 


BLAST score 


125 


E value 


2.0e-06 


Match length 


278 


% identity 


2 


NCBI Description 


(L41834) nuclear protein [En 


Seq. No. 


177891 


Seq. ID 


jC-atXP98CH7C10T7081dl 


Method 


BLASTN 


NCBI GI 


g2264311 


BLAST score 


166 


E value 


4.0e-88 


Match length 


330 


% identity 


90 


NCBI Description 


Arabidopsis thaliana genomic 



MLN1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



177892 

jC-atXP98CH7C4T704 9dl 



24650 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl66628 

33 

1.0e-08 

174 
87 

A. thaliana plasma membrane H+-ATPase gene, complete cds 
177893 

jC-atXP98CH7C8T7bl 

BLASTX 

g3876863 

175 

3.0e-12 

127 

31 

(Z81078) predicted using Genefinder; Similarity to Yeast 
E1-E2 ATPase (SW:YIE8_YEAST) ; cDNA EST EMBL:D34828 comes 
from this gene; cDNA EST EMBL:D35545 comes from this gene; 
cDNA EST EMBL:D35631 comes from this gene; cDNA EST EM... 
>gi_3880373_emb_CAA16284_ (AL021466) predicted using 
Genefinder; Similarity to Yeast E1-E2 ATPase 

(SW:YIE8_YEAST) ; cDNA EST EMBL:D34828 comes from this gene; 
cDNA EST EMBL:D35545 comes from this gene; cDNA EST 
EMBL:D35631 comes from this gene; cDNA EST 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177894 

jC-atXP98CH7D7T7042dl 

BLASTX 

g541858 

529 

1.0e-53 

134 

75 

endoxyloglucan transferase - Arabidopsis thaliana 
>gi_4 69484_dbj___BAA03921_ (D16454) endo-xyloglucan 
transferase [Arabidopsis thaliana] >gi_4063757 (AC005561) 
endo-xyloglucan transferase [Arabidopsis thaliana] 

177895 

jC-atXP98CH7ElT7bl 

BLASTN 

g3046856 

197 

1.0e-106 

341 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



177896 

j C-atXP98CH8A7T7bl 

BLASTX 

g542059 

143 

1.0e-08 
37 



24651 



# 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

inorganic pyrophosphatase (EC 3.6.1.1) - common tobacco 
>gi_457744_emb_CAA54869_ (X77915) inorganic pyrophosphatase 
[Nicotiana tabacum] 

177897 

jC-atXP98CH8B3T7007dl 

BLASTX 

g2921158 

376 

5.0e-52 

222 

47 

(AF022909) ClpC [Arabidopsis thaliana] 
177898 

jC-atXP98CH8C10T7095dl 

BLASTN 

g4159705 

383 

0.0e+00 

525 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MGD8, complete sequence 

177899 

jC-atXP98CH8D3T7bl 

BLASTN 

g3097257 

41 

1.0e-13 

69 
90 

Platichthys flesus Ki-ras gene (exons 1 to 4) 
177900 

jC-atXP98CH8D6T7bl 

BLASTN 

g4028986 

49 

2.0e-18 

57 
96 

pGAII{+) SK positive selection cloning vector gltS gene 
177901 

jC-atXP98CH8E10T7080dl 

BLASTX 

gl495251 

104 

1.0e-ll 

100 
50 

(Z70314) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 



177902 



24652 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-atXP98CH8E10T7bl 

BLASTN 

g3097257 

48 - 

1.0e-17 

84 
89 

Platichthys flesus Ki-ras gene (exons 1 to 4) 
177903 

jC-atXP98CH8E5T7bl 

BLASTX 

g2224911 

285 

3.0e-25 

140 
46 

(U93048) 
carota] 



somatic embryogenesis receptor-like kinase [Daucus 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



177904 

jC-atXP98CH8F6T7096dl 

BLASTN 

g3985932 

325 

0.0e+00 

389 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K22J17, complete sequence [Arabidopsis thaliana] 

177905 

jC-atXP98CH8F6T7bl 

BLASTN 

g3985932 

35 

7.0e-10 

129 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K22J17, complete sequence [Arabidopsis thaliana] 

177906 

jC-atXP9C93F17T7sl 

BLASTN 

g3249094 

361 

0.0e+00 

393 

98 

Arabidopsis thaliana chromosome 1 BAC T12M4 sequence, 
complete sequence [Arabidopsis thaliana] 

177907 

jC-atXP9C93G12T7sl 

BLASTN 

g2618602 



24653 



II 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



72 

1.0e-32 

156 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSJ1, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177908 

jC-atXP9C93I12T7dl 

BLASTN 

g3212846 

111 

7.0e-56 

143 

94 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



177909 

jC-atXP9C93L24T7dl 

BLASTN 

g2351068 

61 

4.0e-26 

129 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MRH10, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



177910 

jC-atXP9C93L24T7sl 

BLASTN 

g2351068 

80 

2.0e-37 

136 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MRH10, complete sequence [Arabidopsis thaliana] 

177911 

jC-atXP9C93P15T7sl 

BLASTN 

g4589410 

179 

3.0e-96 

267 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
F2015, complete sequence 

177912 

jC-atXP9C94C12T7sl 

BLASTN 

g4580744 

126 

1.0e-64 



24654 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



250 
88 

Sequence of BAG F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 

177913 

jC-atXP9C94C22T7dl 

BLASTN 

g2341023 

383 

0. 0e+00 
431 

97 

Sequence of BAC F19P19 from Arabidopsis thaliana chromosome 

1, complete sequence [Arabidopsis thaliana] 

177914 

jC-atXP9C94I10T7sl 

BLASTN 

g460831 

72 

9.0e-33 

127 
91 

A. thaliana ASK-alpha mRNA >gi_1769888_emb_X68525_ATASKA 
A. thaliana ASKalpha gene for serine/threonine protein 
kinase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177915 

jC-atXP9C94J16T7dl 

BLASTX 

g3822403 

145 

1.0e-09 

35 
77 

(AF087 932) hydroperoxide lyase [Arabidopsis thaliana] 
177916 

jC-atXU104fl 
BLASTX 
g3928084 
345 

3.0e-32 

166 
48 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



177917 

jC-atXU313f 1 
BLASTX 
gl26737 
626 

4 ,0e-82 

160 
90 



24655 



# 



NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 
(ME) (NADP-DEPENDENT MALIC ENZYME) (NADP-ME) 

>gi_J>5939__pir DEZMMX malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP+) (EC 1.1.1.40) 
precursor, chloroplast - maize >gi_168528 (J05130) 
NADP-dependent malic enzyme (EC 1.1.1.40) [Zea mays] 

177918 

jC-atXU42fl 

BLASTX 

g3548810 

168 

2.0e-ll 

156 

30 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

177919 

jC-atXU42rl 

BLASTX 

g3548810 

166 

4.0e-21 

137 
39 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 



Seq. No. 


177920 


Seq. ID 


jC-atXU54fl 


Method 


BLASTN 


NCBI GI 


g2623247 


BLAST score 


35 


E value 


7.0e-10 


Match length 


79 


% identity 


86 


NCBI Description 


Zea mays SU1 


Seq. No. 


177921 


Seq. ID 


jC-atXU65dl 


Method 


BLASTN 


NCBI GI 


gl333680 


BLAST score 


37 


E value 


5.0e-ll 


Match length 


141 


% identity 


90 


NCBI Description 


Cloning vect 


Seq. No. 


177922 


Seq. ID 


jC-atXU84fl 


Method 


BLASTN 


NCBI GI 


gl419369 


BLAST score 


64 


E value 


3.0e-27 


Match length 


64 


% identity 


100 



(sugaryl) gene, complete cds 



24656 



NCBI Description Z.mays ZmABP3 mRNA for actin depolymerizing factor 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Ifethod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177923 
jC-atXU93al 

BLASTN « , 

g432601 

33 

1.0e-08 

33 
100 

MLClc/ls=cardiac/slow skeletal alkali myosin light-chain 
{5 1 region} [chickens, liver, Genomic, 607 nt] 

177924 

jC-atXU95fl 

BLASTN 

g209214 

49 

3.0e-18 

93 
96 

pUC19 cloning vector 
177925 

j C-atXXX23022Q2ElF12XXbl 

BLASTN 

g4757662 

89 

1.0e-42 

201 
96 

Genomic sequence for Arabidopsis thaliana BAC F10B6 from 
chromosome I, complete sequence 

177926 

jC-atXmonunil0Aa06al 

BLASTN 

g4581103 

167 

6.0e-89 

354 

96 

Arabidopsis thaliana chromosome II BAC T24I21 genomic 
sequence, complete sequence 

177927 

jC-atXmonunil0Ab06al 

BLASTN 

g2351066 

139 

2.0e-72 

230,, 
89 

Arabidopsis thaliana genomic -DNA, chromosome 5, PI clone 
MOP9, complete sequence [Arabidopsis thaliana] 



Seq. No. 



177928 



24657 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 

NCBI GI - /: '>; ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



jC-atXmonunilOAbllal 

BLASTX 

g2911053 

465 

1.0e-46 

100 
88 

(AL021961) hypothetical protein [Arabi-depsis thaliana] 
177929 

jC-atXmonunilOAeOlal 

BLASTN 

g4415928 

229 

1.0e-126 

313 
93 

Arabidopsis thaliana chromosome II BAC F13A10 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177930 

jC-atXmonunilOAf04al 

BLASTN 

g3766106 

226 

1.0e-124 

262 
97 

Arabidopsis thaliana chromosome 1 BAC F9K20 sequence, 
complete sequence [Arabidopsis thaliana] 

177931 

jC-atXmonunilOAgOlal 

BLASTN 

g3420042 

69 

9.0e-31 

179 

82 

Arabidopsis thaliana chromosome II BAC T13E15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177932 

j C-a tXmonuni 1 OAgO 8 a 1 

BLASTX 

g2842478 

220 

5.0e-18 

107 
42 

(AL021749) receptor protein kinase like protein 
[Arabidopsis thaliana] 

177933 

jC-atXmonunil0Ag09al 

BLASTN 

g2618604 



24658 



0 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



117 

3,0e-59 

199 

94 

Arabidopsis thaliana genomic DNA* chromosome 5, PI clone: 
MTG13, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177934 

jC-atXmonunilOBa08bl 

BLASTX 

gl730777 

187 

6.0e-14 

142 
33 

HYPOTHETICAL 119.3 KD PROTEIN IN FPR1-TOM22 INTERGENIC 

REGION >gi_1078050_pir S55151 probable membrane protein 

YNL132w - yeast (Saccharomyces cerevisiae) 
>gi_854505_emb_CAA8 68 93_ (Z46843) orfl6 [Saccharomyces 
cerevisiae] >gi_1302072_emb_CAA96014_ (Z71408) ORF YNL132w 
[Saccharomyces cerevisiae] 



Seq. No. 


177935 


Seq. ID 


jC-atXmonunil0Bb04al 


Method 


BLASTX 


NCBI GI 


gl495804 


BLAST score 


267 


E value 


2.0e-23 


Match length 


96 


% identity 


60 


NCBI Description 


(X96406) 13-lipoxygenase 


Seq. No. 


177936 


Seq. ID 


jC-atXmonunilOBeOlal 


Method 


BLASTX 


NCBI GI 


g3342556 


BLAST score 


191 


E value 


l.Oe-14 


Match length 


#v - 


% identity 




NCBI Description 


(AF077528) importin alph 


Seq. No. 


177937 


Seq. ID 


jC-atXmonunil0Be04bl 


Method 


BLASTX 


NCBI GI 


g267082 


BLAST score 


664 


E value 


7.0e-70 


Match length 


123 


% identity 


100 


NCBI Description 


TUBULIN BETA- 8 CHAIN >gi 



chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 



Seq. No* 
Seq. ID 
Method 



177938 

jC-atXmonuni!0Be09al 
BLASTX 



24659 



# 



NCBI GI 

BtAST score 

E value 

Match length 

■ % identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g4539335 
228 

8.0e-19 

83 
47 

(AL035539) putative protein [Arabidopsis thaliana] 
177939 

jC-atXmonunilOBfOlal 

BLAST N 

g4159705 

127 

4.0e-65 

297 
89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGD8, complete sequence 

177940 

jC-atXmonunilOBf04al 

BLASTX 

g4324470 

157 

1.0e-10 

103 

41 

(AF105010) LAGlCe-1 [Caenorhabditis elegans] 
177941 

j C-atXmonunilOBg02al 

BLAST N 

g4757402 

203 

1.0e-110 

370 
95 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MIG5, complete sequence 

177942 

jC-atXmonuni!0Bg04al 

BLASTX 

g4454032 

166 

1.0e-ll 

65 
60 

(AL035394) putative protein [Arabidopsis thaliana] 
177943 

jC-atXmonunil0Bg04bl 

BLASTX 

g4454032 

165 

2.0e-ll 

62 

61 



24660 



NCBI Description (AL035394) putative protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

MGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177944 

jC-atXmonunilOBh06al 

BLASTN 

g3702728 

116 

1.0e-58 

249 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19M13, complete sequence [Arabidopsis thaliana] 

177945 

jC-atXmonunil0Da04al 

BLASTN 

g4589451 

293 

1.0e-164 

324 
97 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
T32G24, complete sequence 

177946 

jC-atXmonuni!0Dc06bl 

BLASTX 

g4206763 

250 

2.0e-21 

48 
100 

(AF104328) cell wall-plasma membrane linker protein homolog 
[Arabidopsis thaliana] 

177947 

jC-atXmonunilODclOal 

BLASTN 

g4376087 

101 

9.0e-50 

237 

84 

Arabidopsis thaliana DNA chromosome 4, ESSA I AP2 contig 
fragment No 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177948 

j C-atXmonunilODcl2al 

BLASTN 

g2827644 

68 

4.0e-30 

184 

84 

Arabidopsis thaliana DNA chromosome 4, BAC clone F18F4 
(ESSAII project) 



24661 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177949 

jC-atXmonunilODd03al 

BLASTN 

g4337186 

136 

1.0e-70 

196 
92 

Arabidopsis thaliana chromosome II BAC T28I24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177950 

jC-atXmonunilODe03al 

BLASTN 

g4519193 

77 

2.0e-35 

250 
86 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MDC11, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



177951 

jC-atXmonunilODe06al 

BLASTN 

g4589443 

253 

1.0e-140 

333 
93 

Arabidopsis thaliana genomic DNA, 
MVP7, complete sequence 



chromosome 5, PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177952 

jC-atXmonunilODf09al 

BLASTN 

g2827538 

108 

8.0e-54 

160 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone T12H17 
(ESSAII project) 

177953 

jC-atXmonunilODg02al 

BLASTN 

g2213606 

143 

7.0e-75 

203 

92 

Genomic sequence for Arabidopsis thaliana BAC F21J9, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



177954 

jC-atXmonunilODg08bl 



24662 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity, 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



BLASTN 

g4490717 

33 

3.0e-09 

45 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
project) 



(ESSA 



177955 

j C-atXmonuni2 5 Aa 0 8 a 1 

BLASTN 

g2351069 

48 

3.0e-18 

116 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MSH12, complete sequence [Arabidopsis thaliana] 

177956 

jC-atXmonuni25Ab03bl 

BLASTX 

g3894172 

245 

9.0e-21 

100 
44 

(AC005312) 
thaliana] 



putative cinnamoyl-CoA reductase [Arabidopsis 



177957 

jC-atXmonuni25Ac03al 

BLASTN 

g3763944 

100 

2.0e-49 

116 

97 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28A23 
{ESSAII project) 

177958 

jC-atXmonuni25Ac05al 

BLASTN 

g3449327 

108 

5.0e-54 
164 

71 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MCA23, complete sequence [Arabidopsis thaliana] 

177959 

jC-atXmonuni25Ad02al 

BLASTN 

g4335744 



24663 



BLAST score 


230 


E value 


1.0e-126 


Match length 


250 


% identity 


98 


NCBI Description 


Arabidopsia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sequence, complete sequence [Arabidopsis ^tha^f^ana^^ 

177 960 _ ^f^: ^ 

j C-atXmonuni25Ad02bl -^^>^:> - ' 

BLASTN 

g4335744 

65 

2.0e-28 

137 

87 

Arabidopsis thaliana chromosome II BAC T4M8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177961 

j C- a tXmonuni 2 5 AdO 7 a 1 

BLASTN 

g3046850 

43 

5.0e-15 

59 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K24G6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



177962 

j C -a tXmonuni 2 5 Ae 0 9 a 1 

BLASTN 

g3892698 

374 

0.0e+00 

374 

94 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7K2 
(ESSAII project) 

177963 

j C-atXmonuni25Af 02bl 

BLASTX 

g2500497 

314 

9.0e-29 

72 
78 

40S RIBOSOMAL PROTEIN S21 >gi_1419372_emb_CAA67225 . 1_ 
(X98656) ribosomal protein S21 [Zea mays] 

177964 

jC-atXmonuni25Af04al 

BLASTN 

g2924733 

43 

6.0e-16 



24664 



Match length 

% identity 

NCBI Description 



51 
96 

Arabidppsis thaliana genomic DNA, chromosome 5, PI clone: 
MUF9, complete sequence [Arabidopsis thaliana] 



Seq. &o. 


1?T9€5 " . . * 




Seq . ID - 


■ ;jX>^^monuni-25Ah03al ' 




~* Method 


BLASTN 




NCBI GI 


g3600045 




BLAST score 


85 




E value 


2.0e-40 




Match length 


117 




% identity 


93 




NCBI Description 


Arabidopsis thaliana BAC 


F2P3 


Seq. No. 


177966 




Seq. ID 


j C-atXmonuni2 5Ahl2bl 




Method 


BLASTN 




NCBI GI 


g2262135 




BLAST score 


204 




E value 


l.Oe-111 




Match length 


384 




% identity 


96 




NCBI Description 


Arabidopsis thaliana BAC 


T10P1 




cM,, complete sequence 




Seq. No. 


177967 




Seq. ID 


j C-atXmonuni2 5Bb03bl 




Method 


BLASTX 




NCBI GI 


g3913727 




BLAST score 


314 




E value 


7.0e-29 




Match length 


75 




% identity 


81 





NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



GLUCOSE-6-PHOSPHATE 1 -DEHYDROGENASE, CYTOPLASMIC ISOFORM 
(G6PD) >giJL17 4 336_emb_CAA59012_ (X84230) 

glucose-6-phosphate 1-dehydrogenase [Arabidopsis thaliana] 
177968 

j C-atXmonuni2 5Bc05bl 

BLASTX 

gl707019 

495 

4.0e-50 

129 
78 

(U78721) hypothetical protein [Arabidopsis thaliana] 
177969 

jC-atXmonuni25Bcl0bl 

BLASTN 

g2828184 

172 

5.0e-92. 

221 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 



24665 



MSN9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

S~£q. ID-"" 
Met-hod 
''mcbi'gi " 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177970 

jC-atXmonuni25Be04bl 
BLASTN 

g~2924328 ' " ^ 

87 

2.0e-41 

225 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXH1, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177971 

j C-atXmonuni25Cd01bl 

BLASTN 

g4580744 

175 

5.0e-94 

175 

100 

Sequence of BAC F15I1 from Arabidopsis thaliana chromosome 
1, complete sequence 

177972 

jC-atXmonuni25Cd04bl 

BLASTN 

g3128138 

130 

4 .0e-67 

182 
93 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MFO20, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177973 

jC-atXmonuni25Ce04bl 

BLASTX 

g3980394 

614 

4 ,0e-64 

118 
100 

(AC004561) putative zinc transporter [Arabidopsis thaliana] 



177974 

jC-atXmonuni25Ce08al 

BLASTN 

g4220643 

368 

0.0e+00 

368 

100 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 



177975 



24666 



# 



Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
"Match length 
% identity 
NCBI Description 



jC-atXmonuni25Cf 04bl 

BLAST N 

g3983124 

90 

4.0e-43 

210 

90 

Arabidopsis thaliana phosphate/triOse-phosphate 
translocator precursor, mRNA, nuclear gene encoding 
chloroplast protein, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177976 

jC-atXmonuni25Da06al 

BLASTN 

g2264318 

67 

9.0e-30 

126 

89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUP24, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



177977 

jC-atXmonuni25Da06bl 

BLASTN 

g2264306 

175 

7.0e-94 

250 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MBK5, complete sequence [Arabidopsis thaliana] 

177978 

jC-atXmonuni25Dallbl 

BLASTN 

g4589412 

322 

0.0e+0O 

342 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
F6N7, complete sequence 

177979 

jC-atXmonuni25Db03bl 

BLASTN 

gl6472 

200 

1.0e-109 

70 
47 

A. thaliana rRNA repeat unit, most frequent IGR type 
177980 

jC-atXmonuni25Db04bl 
BLASTX 



24667 



NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g420233 

198 . . - 

2.0e-15 

113 

42 

transcription factor R-kappa-B - mouse 
177981 

jC-atXmonuni25Db06bl 

BLASTX 

g3892061 

314 

3.0e-29 

83 
73 

(AC002330) 
thaliana] 



(fragment) 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



177982 

j C-atXmonuni25Db07bl 

BLASTN 

gl6473 

243 

1.0e-134 

282 
66 

Arabidopsis thaliana 25S-18S ribosomal DNA spacer 
177983 

jC-atXmonuni25Db09bl 

BLASTN 

g2435510 

174 

4.0e-93 

320 

88 

Arabidopsis thaliana BAC TM017A05 



177984 

jC-atXmonuni25Dbllbl 

BLASTN 

g4544381 

275 

1.0e-153 

282 
99 

Arabidopsis thaliana chromosome II 
sequence, complete sequence 



BAC F16F14 genomic 



177985 

jC-atXmonuni25Dc01bl 

BLASTN 

g806534 

280 

1.0e-156 

320 
48 



24668 



# 



NCBI Description A* thaliana DNA for Athila retroelement 



Seq. No, 
Seq. ID 
Method 
NCBI GI 
■ BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177986 

jC-atXmonuni25Dc02bl 

BLASTN 

g2914688 

48 

4.0e-18 

56 
96 

Arabidopsis thaliana chromosome II BAC F24L7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

177987 

jC-atXmonuni25Dc04bl 

BLASTN 

g4678266 

347 

0.0e+00 

386 

98 

Arabidopsis thaliana DNA chromosome 3, BAC clone F15B8 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177988 

jC-atXmonuni25Dc08bl 

BLASTN 

g2894557 

106 

2.0e-52 

405 

95 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T805 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177989 

jC-atXmonuni25Dc09bl 

BLASTN 

g4455348 

93 

6.0e-45 

176 
75 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



T13J8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

'Match length 

% identity 

NCBI Description 



177990 

jC-atXmonuni25Dcl0bl 

BLASTN 

g4699935 

314 

1.0e-176 

346 

49 

Arabidopsis thaliana chromosome II BAC F14P14 genomic 
sequence, complete sequence 



24669 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score . 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177991 

jC-atXmonuni25Dcllal 

BLASTN 

g4235150 

198 

1.0e-107 

461 
99 

Arabidopsis thaliana chromosome I 
sequence, complete sequence 



BAC T25B24 genomic 



Seq. No. 
Seq. ID 
Method 



177992 

jC-atXmonuni25Dcllbl 

BLASTX 

gl769897 

603 

7.0e-63 

123 
97 

(Y08010) lectin receptor kinase [Arabidopsis thaliana] 
177993 

jC-atXmonuni25Dcl2bl 

BLASTN 

g4589440 

221 

1.0e-121 

304 
92 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSD21, complete sequence 

177994 

jC-atXmonuni25Dd01bl 

BLASTN 

g4587582 

325 

0 . 0e+00 

353 

98 

Arabidopsis thaliana chromosome II BAC T16B14 genomic 
sequence, complete sequence 

177995 

jC-atXmonuni25Dd02al 

BLASTN 

g3702738 

75 

4.0e-34 

210 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MWJ3, complete sequence [Arabidopsis thaliana] 

177996 

j C-atXmonuni25Dd05bl 
BLASTX 



24670 



# 



NCBI GI 


g4417285 


BLAST score 


182 


E value 


2.0e-13 


Match length 


90 


% identity 


54 


NCBI Description 


(AC007019) hypothetical protein [Arabidopsis thaliana 


Seq. No, 


177997 


Seq. ID 


jC-atXmonuni25Dd06bl 


Method 


BLASTX 


NCBI GI 


a r\ f *~\ r\ i— r\ 

g4263050 


BLAST score 


265 


E value 


2.0e-23 


Match length 


102 


% identity 


59 


NCBI Description 


(AC005142) putative nodulin [Arabidopsis thaliana] 


Seq. No. 


177998 


Seq. ID 


jC-atXmonuni25Ddllbl 


Method 


BLASTX 


NCBI GI 


g4587601 


BLAST score 


277 


E value 


5. Oe-38 


Match length 


120 


% identity 


43^ 


NCBI Description 


(AC006951) unknown protein [Arabidopsis thaliana] 


Seq. No. 


177999 


Seq. ID 


jC-atXmonuni25Ddl2bl 


Method 


BLASTX 


NCBI GI 


g3298537 


BLAST score 


219 


E value 


8 .Oe-18 


Match length 


93 


% identity 


55 


NCBI Description 


(AC004681) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


178000 


Seq. ID 


jC-atXmonuni25De01al 


Method 


BLASTX 


NCBI GI 


g3128172 


BLAST score 


217 


E value 


1.0e-17 


Match length 


67 


% identity 


51 


NCBI Description 


(AC004521) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


178001 


Seq. ID 


jC-atXmonuni25De02bl 


Method 


BLASTX 


NCBI GI 


g3582779 


BLAST score 


85 


E value 


2.0e-ll 


Match length 


62 


% identity 


32 


NCBI Description 


(AF056282) peroxisomal targeting sequence 1 receptor 




[Nicotiana tabacum] 



24671 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
* Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178002 

jC-atXmonuni25De03bl 

BLASTN 

g4567259 

218 

1.0e-119 

226 
99 

Arabidopsis thaliana chromosome II 
sequence, complete sequence 



BAC F3K23 genomic 



178003 

jC-atXmonuni25De04bl 

BLASTN 

g4092471 

198 

1.0e-107 

293 

94 

Arabidopsis thaliana BAC F9M13 from chromosome IV near 21.5 
cM, complete sequence 

178004 

jC-atXmonuni25De05bl 

BLASTN 

g4586019 

112 

4.0e-56 

334 
32 

Arabidopsis thaliana chromosome II BAC T3P4 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178005 

j C-atXmonuni2 5 De 0 9bl 

BLASTN 

g4734011 

225 

1.0e-123 

289 
72 

Arabidopsis thaliana chromosome II BAC F24C20 genomic 
sequence, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178006 

jC-atXmonuni25Del2bl 

BLASTN 

g4732167 

207 

1.0e-112 

455 
54 

Arabidopsis thaliana BAC F28D6 



Seq. No. 
Seq. ID 



178007 

jC-atXmonuni25Df01bl 



24672 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2829893 

212 

2.0e-36 

127 

68 

(AC002311) 



phosphoglucomutase [Arabidopsis thaliana] 



178008 

jC-atXmonuni25Df02bl 

BLASTX 

g4510342 

463 

2.0e-46 

131 

73 

(AC006921) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

178009 

j C- a t Xmonuni 25Df04bl 

BLASTX 

g4773908 

532 

1.0e-54 

104 
93 

(AF147259) No definition line found [Arabidopsis thaliana] 
178010 

jC-atXmonuni25Df07bl 

BLASTN 

g2264316 

240 

1.0e-132 

294 

69 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MROll, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq-_ ID 

Method 
NCBI GI 
BLAST score 
E value 



178011 

jC-atXmonuni25Df 12bl 

BLASTX 

g4309767 

294 

5.0e-47 

124 
77 

(AC006217) putative Athila retroelement ORF1 protein 
[Arabidopsis thaliana] 

178012 

jC-atXmonuni25Dg02bl 

BLASTX 

g70642 

265 

2.0e-23 



24673 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



63 
18 

ubiquitin precursor - Arabidopsis- thaliana 

>gi__17 678_emb_CAA31331_ (X12853) polyubiquitin (AA 1 - 382) 

[Arabidopsis thaliana] >gi_987519 (U33014) polyubiquitin 

[Arabidopsis thaliana] >gi_22 64 99_prf 1515347A 

poly-ubiquitin [Arabidopsis thaliana] 



178013 

jC-atXmonuni25Dgllal 

BLASTN 

g2505873 

112 

3.0e-56 

316 

84 

Arabidopsis thaliana DNA, 



40 kb surrounding ACS1 locus 



178014 

jC-atXmonuni25Dgllbl 

BLASTN 

g4584531 

402 

0.0e+00 
474 

96 * 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



T9E8 



178015 

jC-atXmonuni25Dh01bl 

BLASTN 

g4589438 

273 

1.0e-152 

285 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MQJ2 , complete sequence 

178016 

jC-atXmonuni25Dh04bl 

BLASTN 

g4159703 

157 

5.0e-83 

181 

97 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K5F14, complete sequence 

178017 

jC-atXmonuni25Dh06bl 

BLASTX 

g2129741 

368 

4.0e-50 



24674 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



137 
73 

sterol-C5-desaturase - Arabidopsis thaliana 
>giJL061038_emb_CAA62079_ (X90454) sterol-C5-desaturase 
[Arabidopsis thaliana] 

178018 

j C-atXmonuni25Dh07bl 

BLASTN 

g4580454 

44 

2.0e-15 

91 

47 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 

178019 

jC-atXmonuni25Dh08bl 

BLASTN 

g3281847 

178 

2.0e-95 

335 
93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F28M20 
(ESSAII project) 

178020 

jC-atXmonuni25Dhl2bl 

BLASTX 

g3021276 

356 

7.0e-40 

105 
87 

(AL022347) serine/threonine kinase - like protein 
[Arabidopsis thaliana] 

178021 

j C-atXmonuni2 6Aa02al 

BLASTN 

g313151 

205 

1.0e-lll 

249 

96 

A. thaliana ribosomal protein S15 mRNA, complete CDS 
178022 

j C-atXmonuni2 6AaO 8bl 

BLASTN 

g2833627 

175 

6.0e-94 

175 
100 



24675 



o 



NCBI Description Arabidopsis thaliana chromosome 1 BAC F1707 complete 
sequence tArabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178023 

j C - a t Xmonuni 2 6 Aa 1 1 a 1 

BLASTN 

g2245031 

193 

1.0e-104 

266 
92 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

178024 

jC-atXmonuni26Ab09al 

BLASTN 

g3702733 

340 

0.0e+00 

360 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJP23, complete sequence [Arabidopsis thaliana] 

178025 

j C - a t Xmonuni 2 6 Ab 1 1 a 1 

BLASTX 

g3252805 

321 

8.0e-30 

68 
93 

(AC004705) hypothetical protein [Arabidopsis thaliana] 
>gi_3650027 (AC005396) hypothetical protein [Arabidopsis 
thaliana] 

178026 

jC-atXmonuni26Ac06al 

BLASTX 

g2982247 

152 

6.0e-10 

48 
56 

(AF051206) probable thioredoxin H [Picea mariana] 
178027 

jC-atXmonuni26Ad05al 

BLASTN 

g3036791 

220 

1.0e-120 

324 ■ 
92 

Arabidopsis thaliana DNA chromosome 4, BAC clone T19K4 
(ESSAII project) 



24676 



Seq. No. 

S-eq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178028 

j C-atXinonuni2 6Adl2al 

BLASTX 

g3834319 

405 

9.0e-40 

85 

99 

(AC005679) Similar to gi_2244754 heat shock transcription 
factor HSF30 homolog from Arabidopsis thaliana chromosome 4 
contig gb_Z97335. [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178029 

jC-atXmonuni26Ae06al 

BLASTN 

g4589409 

195 

1.0e-106 

251 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, 
F17P19, complete sequence 



PI clone: 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178030 

j C - a t Xmonuni 2 6 Ae 0 7 a 1 

BLASTN 

g3449329 

303 

1.0e-170 

319 
99 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MDH9, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178031 

jC-atXmonuni26Ae09al 

BLASTN 

g4567237 

341 

0.0e+00 

389 

97 

Arabidopsis thaliana chromosome II BAC T22F11 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178032 

j C-atXmonuni2 6Af 0 9a 1 

BLASTN 

g3449321 

231 

1.0e-127 

268 
96 

Arabidopsis thaliana genomic DNA> chromosome 5, 
MTG10, complete sequence [Arabidopsis thaliana] 



PI clone: 



24677 



# 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178033 

j C-atXmonuni2 6Af 12al 

BLASTN 

g4753645 

87 

9.0e-42 

119 

93 

Arabidopsis thaliana DNA chromosome 4, BAC clone F17N18 
(ESSA project) 

178034 

jC-atXmonuni26Ag08al 

BLASTN 

g3873174 

157 

4.0e-83 

232 

94 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178035 

]C-atXmonuni2 6Bb03al 

BLASTN 

g4159699 

164 

4.0e-87 

326 

95 

Arabidopsis thaliana genomic DNA, 
K16E1, complete sequence 



chromosome 5, TAC clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178036 

jC-atXmonuni26Cal2bl 

BLASTX 

g4097557 

581 

3.0e-60 

115 

97 

(U64911) ATFP8 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



178037 

jC-atXmonuni26Cc03al 

BLASTN 

g3668073 

261 

1.0e-145 

450 
97 

Arabidopsis thaliana chromosome II BAC T4C15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

178038 

jC-atXmonuni26Ccl2al 
BLASTN 



24678 



0 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



g4539331 
103 

*5.0e-51 

191 

88 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSA project) 



F22I13 



178039 

j C-atXmonuni2 6CdO lal 

BLASTN 

g3242700 

91 

8.0e-44 

219 

45 

Arabidopsis thaliana chromosome II BAC F26B6 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

178040 

j C-atXmonuni2 6Cd03al 

BLASTN 

g4191760 

151 

2.0e-79 

382 
81 

Genomic sequence for Arabidopsis thaliana BAC F17F8, 
complete sequence [Arabidopsis thaliana] 



178041 

jC-atXmonuni26Ce03al 

BLASTN 

g2618724 

43 

3.0e-15 

107 

85 

Arabidopsis thaliana early auxin-induced 
partial cds 



[IAA18) mRNA, 



178042 

jC-atXmonuni26Ce07al 

BLASTN 

g4581161 

174 

2.0e-93 

182 
78 

Arabidopsis thaliana chromosome II BAC T20G20 genomic 
sequence, complete sequence 

178043 

jC-atXmonuni26Cellal 

BLASTN 

g2244901 

206 



24679 



E value 
Match length 
% ■ identity 
NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



1.0e-112 

250 
96 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

178044 

jC-atXmonuni26Cfllal 

BLASTN 

g3150006 



2.0e-40 

86 
40 

CIC5B11.1 check: 4870 from: 1 
sequence [Arabidopsis thaliana] 



to: 167234, complete 



178045 

j C-atXmonuni2 6CgO 6al 

BLASTX 

g399298 

217 

2.0e-17 

66 

71 

STRESS-INDUCED KIN2 PROTEIN {COLD-INDUCED COR6 . 6 PROTEIN) 

>gi_1084343_pir S22529 cold-regulated protein kin2 - 

Arabidopsis thaliana >gi_16230_emb_CAA388 94_ (X55053) cold 
regulated [Arabidopsis thaliana] 

178046 

jC-atXmonuni26Da01al 

BLASTN 

g4587641 

88 

2.0e-42 

96 

98 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

178047 

j C-atXmonuni2 6DaO 8bl 

BLASTX 

g3386546 

285 

2.0e-25 

92 

71 

(AF07 9503) H-protein promoter binding factor-2a 
[Arabidopsis thaliana] 

178048 

j C-atXmonuni2 6DaO 9al 

BLASTX 

g3548802 

527 



24680 



o 



E value 
Match length 
% identity 
NCBI Description 



8.0e-54 

100 

100 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E - value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



178049 

jC-atXmonuni26Db01al 

BLASTN 

g3043414 

110 

4.0e-55 

209 

90 

Arabidopsis thaliana mRNA for At-hsc70-3 protein 
178050 

j C-atXmonuni2 6DbO 9al 

BLASTX 

gl362093 

157 

1.0e-10 

54 

57 

hypothetical protein (clone TPP15) - tomato (fragment) 
>gi_924632 (U20595) unknown [Solanum lycopersicum] 

178051 

jC-atXmonuni26Dc04bl 

BLASTN 

g2252823 

128 

7.0e-66 

144 
97 

Arabidopsis thaliana BAC IG005I10 
178052 

j C-atXmonuni2 6Dc0 6al 

BLASTN 

g4587641 

97 

2.0e-47 

97 

100 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence 

178053 

jC-atXmonuni26Dd08al 

BLASTN 

g4106527 

65 - ' 

2.0e-28 

107 

65 



24681 



NCBI Description Mus musculus Pontin52 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178054 

j C-atXmonuni2 6Dh02bl 

BLASTN 

g3212846 

112 

2.,0e-56 

177 

90 

Arabidopsis thaliana chromosome II BAC F6E13 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

178055 

jC-atXmonuni2?Aallal 

BLASTN 

g3402747 

66 

3.0e-29 

106 
91 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K22 
(ESSAII project) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



178056 

j C-atXmonuni27Ab03al 

BLASTN 

g4159712 

192 

1.0e-104 

204 
99 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MWI23, complete sequence 

178057 

j C-atXmonuni2 7 AcO 3a 1 

BLASTX 

gl36682 

188 

4.0e-14 

82 
50 

UBIQUITIN CARBOXYL- TERMINAL HYDROLASE ISOZYME L3 (UCH-L3) 
(UBIQUITIN THIOLESTERASE L3) >gi_108014_pir A40085 

ubiquitin carboxyl-terminal proteinase (EC 3.4.-.-) L3 - 

human >gi_2914274__pdb_lUCH_ Deubiquitinating Enzyme Uch-L3 
(Human) At 1 . 8 Angstrom Resolution >gi_340074 (M30496) 

ubiquitin carboxyl-terminal hydrolase [Homo sapiens] 

178058 

j C-atXmonuni2 7Acl2bl 

BLASTX 

g!946373 

295 

6.0e-27 

57 



24682 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI- GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

(U93215) leader peptidase 1^ isolog [Arabidopsis thaliana] 
178059 

j C-atXmonuni27Af 03b 1 

BLASTN 

g4220635 

385 

0. Oe-fOO 

389 

100 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDB19, complete sequence [Arabidopsis thaliana] 

178060 

j C-atXmonuni27Ba08al 

BLASTX 

g4567208 

212 

7.0e-17 

73 
56 

(AC007168) unknown protein [Arabidopsis thaliana] 
178061 

jC-atXmonuni27Bel2al 

BLASTN 

g3176694 

188 

1.0e-101 

344 
89 

Arabidopsis thaliana chromosome I BAC T14N5 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

178062 

jC-atXmonuni27Bf01al 

BLASTN 

g3402747 

182 

5.0e-98 

253 

78 

Arabidopsis thaliana DNA chromosome 4, BAC clone T6K22 
(ESSAII project) 

178063 

jC-atXmonuni27Bf06al 

BLASTN 

g2335089 

56 

7.0e-23 

140 

84 

Arabidopsis thaliana chromosome II BAC T11A7 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



24683 



Seq. No. 
Seq. ID 

Method 
^NCBI GI 
"BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178064 

jC-atXmonuni27Bf08al 

BLASTN 

g4757678 

94 

2.0e-45 
297 

88 • 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence , complete sequence 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178065 

j C-atXmonuni2 7 BhO 9bl 

BLASTN 

g433664 

444 

0.0e+00 

457 

99 

A. thaliana for Sec61 beta-subunit homolog 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178066 

jC-atXmonuni27Cb01al 

BLASTN 

g4406805 

127 

2.0e-65 

191 

92 

Arabidopsis thaliana chromosome II BAC T2.7K2& g&nomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178067 

jC-atXmonuni27Ccl2bl 

BLASTN 

g2264312 

292 

1.0e-163 

452 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MOK16, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



178068 

jC-atXmonuni27Ce01al 

BLASTN 

g4757678 

50 

4.0e-19 

211 
89 

Arabidopsis thaliana chromosome I BAC F9H16 genomic 
sequence, complete sequence 



Seq. No. 
Seq. ID 

Method 



178069 

jC-atXmonuni27Ce09bl 
BLASTX 



24684 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



gl352458 
704 

2.0e-74 * ^ - 

138 

100 

INOSINE-5 T -MONOPHOSPHATE DEHYDROGENASE (IMP DEHYDROGENASE) 

( IMPDH) (IMPD) >gi_2117507_pir JC4999 IMP dehydrogenase 

(EC 1.1.1.205) - Arabidopsis thaliana >gi_1100063 (L34684) 
IMP dehydrogenase [Arabidopsis thaliana] 

178070 

jC-atXmonuni27Cellal 

BLAST N 

g3241916 

266 

1.0e-148 

274 

99 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K15N18, complete sequence [Arabidopsis thaliana] 

178071 

jC-atXmonuni27Cel2bl 

BLASTX 

g2494610 

409 

6.0e-40 

167 

57 

CELL DIVISION PROTEIN FTSZ CHLOROPLAST HOMOLOG PRECURSOR 
>gi_1079732 (U39877) cpFtsZ [Arabidopsis thaliana] 

178072 

jC-atXmonuni27Cf02bl 

BLASTX 

g4678364 

314 

9.0e-29 

120 

56 

(AL049659) putative protein [Arabidopsis thaliana] 
178073 

jC-atXmonuni27Cf03bl 

BLASTX 

g4678923 

230 

6.0e-19 

86 

53 

(AL049711) putative protein [Arabidopsis thaliana] 
178074 

j C- at Xmonuni 2 7 C f 1 lb 1 * 

BLASTX 

g4539383 

705 



24685 



E value 
Match length 
% identity 
NCBI Description 



1.0e-74 

167 

86 

(AL035526) putative protein 
thaliana] 



(fragment ) [ Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% - identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



178075 

jC-atXmonuni27Cg02al 

BLASTX 

g3880434 

303 

1.0e-27 

94 

61 

(Z66521) 
yk291dl0. 



cDNA EST yk291dl0.3 comes from this gene; cDNA EST 
5 comes from this gene [Caenorhabditis elegans] 



178076 

jC-atXmonuni27Ch04al 

BLASTX 

g3702326 

94 

1.0e-43 

30 
98 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
178077 

jC-atXmonuni27Ch05al 

BLASTX 

g4585995 

246 

5.0e-21 

83 
70 

(AC005287) Hypothetical protein [Arabidopsis thaliana] 
178078 

jC-atXmonuni27Da06bl 

BLASTN 

g2264312 

60 

2.0e-25 

140 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MOK16, complete sequence [Arabidopsis thaliana] 

178079 

ARABL1-01-Q1-B2-B7 
178080 

ARABL1-01-Q1-B2-E1 
178081 

ARABL1-01-Q1-E1-B7 



24686 



# 



Seq. No. 178082 

Seq. ID ARABL1-01-Q1-E1-C3 

Seq. No. 178083 

Seq. ID ARABL1-01-Q1-E1-D11 

Seq. No. 178084 

Seq. ID ARABL1-019-Q1-B1-A6 

Seq. No. 178085 

Seq. ID ARABL1-02-Q1-B1-G4 

Seq. No. 178086 

Seq. ID ARABL1-020-Q1-B1-C1 

Seq. No. 178087 

Seq. ID ARABL1-020-Q1-B1-D4 

Seq. No. 178088 

Seq. ID ARABL1-020-Q1-B1-F6 

Seq. No. 178089 

Seq. ID ARABL1-020-Q1-B1-G9 

Seq. No. 178090 

Seq. ID ARABL1-021-Q1-B1-B3 

Seq. No. 178091 

Seq. ID ARABL1-021-Q1-B1-B7 

Seq. No. 178092 

Seq. ID ARABL1-022-Q1-B1-B4 

Seq. No. 178093 

Seq. ID ARABL1-022-Q1-B1-D2 

Seq. No. 178094 

Seq. ID ARABL1-022-Q1-B1-E10 

Seq. No. 178095 

Seq. ID ARABL1-022-Q1-B1-G9 

Seq. No. 178096 

Seq. ID ARABL1-023-Q1-B1-C12 

Seq. No. 178097 

Seq. ID ARABL1-024-Q1-B1-B7 

Seq. No. 178098 

Seq. ID ARABL1-026-Q1-B1-C12 

Seq. No. 178099 

Seq. ID ARABL1-026-Q1-B1-H10 

Seq. No. 178100 

Seq. ID ARABL1-027-Q1-B1-A3 



24687 



II 



Seq. 
Seq. 


No. 

ID - 


178101 
ARABLl 


-027 


-Ql 


-Bl 


-A5 


Seq. 
Seq. 


No. 

ID 


178102 
ARABLl 


-027 


-Ql 


-Bl 


-Bll 


Seq. 
Seq. 


No. 

ID 


178103 
ARABLl 


-027 


-Ql 


-Bl 


-C2 


Seq. 
Seq. 


No. 

ID 


178104 
ARABLl 


-027 


-Ql 


-Bl 


-C8 


Seq. 
Seq. 


No. 
ID 


178105 
ARABLl 


-027 


-Ql 


-Bl 


-F2 


Seq. 
Seq. 


No. 

ID 


178106 
ARABLl 


-027 


-Ql 


-Bl 


-G9 


Seq. 
Seq. 


No. 

ID 


178107 
ARABLl 


-028 


-Ql 


-Bl 


-F3 


Seq. 
Seq. 


No. 
ID 


178108 
ARABLl 


-029 


-Ql 


-Bl 


-B6 


Seq. 
Seq. 


No. 

ID 


178109 
ARABLl 


-029 


-Ql 


-Bl 


-E6 


Seq. 
Seq. 


No. 

ID 


178110 
ARABLl 


-03- 


Ql- 


Bl- 


D4 


Seq. 
Seq. 


No. 
ID 


178111 
ARABLl 


-031 


-Ql 


-Bl 


-C8 


Seq. 
Seq. 


No. 

ID 


178112 
ARABLl 


-031 


-Ql 


-El 


-A3 


Seq. 
Seq. 


No. 
ID 


178113 
ARABLl 


-031 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


178114 
ARABLl 


-032 


-Ql 


-Bl 


-A2 


Seq. 
Seq. 


No. 

ID 


178115 
ARABLl 


-032 


-Ql 


-Bl 


-A7 


Seq. 
Seq. 


No. 

ID 


178116 
ARABLl 


-032 


-Ql 


-Bl 


-E8 


Seq. 
Seq. 


No. 

ID 


178117 
ARABLl 


-032 


-Ql 


-Bl 


-G12 


Seq. 
Seq. 


No. 

ID 


178118 
ARABLl 


-032 


-Ql 


-Bl 


-G7 


Seq. 
Seq. 


No. 

ID 


178119 
ARABLl 


-032 


-Ql 


-El 


-A2 
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Seq. 
Seq. 


No. 
ID 


178120 
ARABLl - 


-032- 


-Ql- 


-El- 


-F4 


Seq. 
Seq. 


No. 

ID 


178121 
ARABLl - 


-032- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


178122 
ARABL1- 


-033- 


-Ql- 


-El- 


-G10 


Seq. 
Seq. 


No. 

ID 


178123 
ARABLl - 


-034- 


-Ql- 


-Bl- 


-A12 


Seq. 
Seq. 


No. 

ID 


178124 
ARABLl - 


-034- 


-Ql- 


-Bl- 


-E2 


Seq. 
Seq. 


No. 
ID 


178125 
ARABLl- 


-034- 


-Ql- 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


178126 
ARABLl - 


-036- 


-Ql- 


-Bl 


-Al 


Seq. 
Seq. 


No. 

ID 


178127 
ARABLl - 


-036- 


-Ql- 


-Bl 


-C9 


Seq. 
Seq. 


No. 

ID 


178128 
ARABLl - 


-037- 


-Ql- 


-Bl 


-B3 


Seq. 
Seq. 


No. 

ID 


178129 
ARABLl - 


-037 


-Ql 


-Bl 


-E9 


Seq. 
Seq. 


No. 
ID 


178130 
ARABLl 


-037 


-Ql 


-Bl 


-Fl 


Seq. 
Seq. 


No. 
ID 


178131 
ARABLl 


-037 


-Ql 


-Bl 


-G4 


Seq. 
Seq. 


No. 
ID 


178132 
ARABLl 


-037 


-Ql 


-Bl 


-G8 


Seq. 
Seq. 


No. 

ID 


178133 
ARABLl 


-037 


-Ql 


-Bl 


-HI 


Seq. 
Seq. 


No. 

ID 


178134 
ARABLl 


-038 


-Ql 


-Bl 


-G9 


Seq. 
Seq. 


No. 

ID 


178135 
ARABLl 


-039 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


178136 
ARABLl 


-039 


-Ql 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


178137 
ARABLl 


-039 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


178138 
ARABLl 


-039 


-Ql 


-El 


-G7 



24689 




Seq. 
Seq. 


No. 

ID 


178139 
ARABLl - 


-040- 


-Ql- 


-Bl- 


-B4 


Seq. 
Seq. 


No. 

ID 


178140 
ARABLl - 


-040- 


-Ql- 


-Bl- 


-B5 


Seq. 
Seq. 


No. 

ID 


178141 
ARABLl - 


-040- 


-Ql- 


-El- 


-B5 


Seq. 
Seq. 


No. 
ID 


178142 
ARABLl - 


-040- 


-Ql- 


-El- 


-Gl 


Seq. 
Seq. 


No. 

ID 


178143 
ARABLl - 


-040- 


-Ql- 


-El- 


-G8 


Seq. 
Seq. 


No. 

ID 


178144 
ARABLl - 


-041- 


-Ql- 


-Bl 


-E5 


Seq. 
Seq. 


No. 

ID 


178145 
ARABLl- 


-042- 


-Ql- 


-Bl 


-A3 


Seq. 
Seq. 


No. 

ID 


178146 
ARABLl- 


-042- 


-Ql- 


-El 


-A5 


Seq. 
Seq. 


No. 

ID 


178147 
ARABLl 


-042- 


-Ql- 


-El 


-B2 


Seq. 
Seq. 


No. 

ID 


178148 
ARABLl 


-042 


-Ql- 


-El 


-C5 


Seq. 
Seq. 


No. 
ID 


178149 
ARABLl 


-043 


-Ql 


-Bl 


-A9 


Seq. 
Seq. 


No. 

ID 


178150 
ARABLl 


-043 


-Ql 


-Bl 


-F10 


Seq. 
Seq. 


No. 

ID 


178151 
ARABLl 


-043 


-Ql 


-Bl 


-F7 


Seq. 
Seq. 


No. 

ID 


178152 
ARABLl 


-043 


-Ql 


-Bl 


-H8 


Seq. 
Seq. 


No. 

ID 


178153 
ARABLl 


-043 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


178154 
ARABLl 


-043 


-Ql 


-El 


-E7 


Seq. 
Seq. 


No. 

ID 


178155 
ARABLl 


-043 


-Ql 


-El 


-F7 


Seq. 
Seq. 


No. 

ID 


178156 
ARABLl 


-043 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


178157 
ARABLl 


-045 


-Ql 


-Bl 


-D5 



24690 



Seq. No. 
Seq. ID 

Seq* No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

-Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



178158 

ARABL1-04 6-Q1-B1-E10 
178159 

ARABL1-04 6-Q1-E1-E11 
178160 

ARABL1-04 6-Q1-E1-E2 
178161 

ARABL1-04 6-Q1-E1-F5 
178162 

ARABL1-047-Q1-B1-A7 
178163 

ARABL1-047-Q1-B1-B10 
178164 

ARABL1-047-Q1-E1-A7 
178165 

ARABL1-047-Q1-E1-D12 
178166 

ARABL1-05-Q1-B1-D2 
178167 

ARABL1-06-Q1-B1-B2 
178168 

ARABL1-17-Q1-B1-F9 
178169 

ARABLI-04-Q1-B1-A9 
178170 

ARABLI-10-Q1-B1-A12 
178171 

ARABLI-10-Q1-B1-B7 
178172 

ARABLI-11-Q1-B1-H5 
178173 

ARABLI-12-Q1-B1-C9 
178174 

ARABLI-12-Q1-B1-F3 
178175 

ARABLI-13-Q1-B1-G8 

178176 

ARABLI-15-Q1-B1-D11 



24691 



II 



Seq. 


No. 


178177 






Seq. 


ID 


ARAB LI - 


15-Q1-B1- 


D12 


Seq. 


No. 


178178 






Seq. 


ID 


ARAB LI - 


17-Q1-B1- 


A8 


Seq. 


No. 


178179 






Seq. 


ID 


ARABLI- 


17-Q1-B1- 


F6 


Seq. 


No. 


178180 






Seq. 


ID 


LIB146- 


001-Q1-E1 


-A5 


Seq. 


No. 


178181 






Seq. 


ID 


LIB146- 


002-Q1-E1 


-A10 


Seq. 


No. 


178182 






Seq. 


ID 


LIB146- 


002-Q1-E1 


-B6 


Seq. 


No. 


178183 






Seq. 


ID 


LIB146- 


002-Q1-E1 


-Dll 


Seq. 


No. 


178184 






Seq. 


ID 


LIB146- 


002-Q1-E1 


-H3 


Seq. 


No. 


178185 






Seq. 


ID 


LIB146- 


003-Q1-E1 


-C5 


Seq. 


No. 


178186 






Seq. 


ID 


LIB146- 


003-Q1-E1 


-E7 


Seq. 


No. 


178187 






Seq. 


ID 


LIB146- 


003-Q1-E1 


-G2 


Seq. 


No. 


178188 






Seq. 


ID 


LIB146- 


003-Q1-E1 


-H9 


Seq. 


No. 


178189 






Seq. 


ID 


LIB146- 


005-Q1-E1 


-B9 


Seq. 


No. 


178190 






Seq. 


ID 


LIB146- 


006-Q1-E1 


-D9 


Seq. 


No. 


178191 






Seq. 


ID 


LIB146- 


006-Q1-E1 


-G10 


Seq. 


No. 


178192 






Seq. 


ID 


LIB146- 


006-Q1-E1 


-H7 


Seq. 


No. 


178193 






Seq. 


ID 


LIB146- 


007-Q1-E1 


-B8 


Seq. 


No. 


178194 






Seq. 


ID 


LIB146- 


007-Q1-E1 


-B9 


Seq. 


No. 


178195 






Seq. 


ID 


LIB146- 


007-Q1-E1 


-C4 



24692 




Seq. 
Seq.- 


No. 

ID 


178196 
LIB146- 


007- 


■Ql- 


■El- 


•D3 


Seq. 
Seq. 


No. 

ID 


178197 
LIB146- 


007- 


■Ql- 


■El- 


■H5 


Seq. 
Seq. 


No. 

ID 


178198 
LIB146- 


008- 


•Ql- 


■El- 


■A10 


Seq. 
Seq. 


No. 

ID 


178199 
LIB146- 


■008- 


■Ql- 


■El- 


*B6 


Seq. 
Seq. 


No. 

ID 


178200 
LIB146- 


■008- 


-Ql- 


■El- 


-C6 


Seq. 
Seq. 


No. 

ID 


178201 
LIB14 6- 


■008- 


-Ql- 


■El- 


-D5 


Seq. 
Seq. 


No. 

ID 


178202 
LIB146- 


■008- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


178203 
LIB14 6- 


-009- 


-Ql- 


-El- 


-G12 


Seq. 
Seq. 


No. 

ID 


178204 
LIB14 6- 


-009- 


-Ql- 


-El- 


-G7 


Seq. 
Seq. 


No. 

ID 


178205 
LIB146- 


-010- 


-Ql- 


-El- 


-A10 


Seq. 
Seq. 


No. 

ID 


178206 
LIB14 6- 


-010- 


-Ql- 


-El- 


-C2 


Seq. 
Seq. 


No. 

ID 


178207 
LIB146- 


-010- 


-Ql- 


-El- 


-D12 


Seq. 
Seq. 


No. 

ID 


178208 
LIB146- 


-010- 


-Ql- 


-El- 


-G3 


Seq. 
Seq. 


No. 

ID 


178209 
LIB14 6- 


-011- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


178210 
LIB146- 


-012 


-Ql- 


-El' 


-C6 


Seq. 
Seq. 


No. 

ID 


178211 
LIB146- 


-012 


-Ql- 


-El' 


-G7 


Seq. 
Seq. 


No. 

ID 


178212 
LIB14 6- 


-013 


-Ql- 


-El 


-E5 


Seq. 
Seq. 


No. 

ID 


178213 
LIB14 6- 


-013 


-Ql- 


-El 


-F6 


Seq. 
Seq. 


No. 

ID 


178214 
LIB146- 


-014 


-Ql 


-El 


-A12 



24693 



Seq. 
Seq. 


No. 
ID 


178215 
LIB146- 


015- 


Ql- 


El- 


-D6 


Seq. 
Seq. 


No. 

ID 


178216 
LIB146- 


015- 


Ql- 


■El- 


-G8 


Seq. 
Seq. 


No. 

ID 


178217 
LIB146- 


016- 


■Ql- 


■El- 


-H8 


Seq. 
Seq. 


No. 

ID 


178218 
LIB146- 


017- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


178219 
LIB146- 


-017- 


-Ql- 


-El- 


-Ell 


Seq. 
Seq. 


No. 

ID 


178220 
LIB14 6- 


-018- 


-Ql- 


-El- 


-Gil 


Seq. 
Seq. 


No. 

ID 


178221 
LIB146- 


-018- 


-Ql- 


-El- 


-G9 


Seq. 
Seq. 


No. 

ID 


178222 
LIB146- 


-019- 


-Ql- 


-El- 


-B9 


Seq. 
Seq. 


No. 
ID 


178223 
LIB146- 


-019- 


-Ql- 


-El- 


-D4 


Seq. 
Seq. 


No. 

ID 


178224 
LIB146- 


-019- 


-Ql- 


-El- 


-D8 


Seq. 
Seq. 


No. 

ID 


178225 
LIB146- 


-019- 


-Ql- 


-El- 


-F2 


Seq. 
Seq. 


No. 

ID 


178226 
LIB146- 


-019- 


-Ql- 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


178227 
LIB146- 


-020- 


-Ql- 


-El 


-B7 


Seq. 
Seq. 


No. 

ID 


178228 
LIB146- 


-020- 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 

ID 


178229 
LIB146- 


-021 


-Ql 


-El 


-A12 


Seq. 
Seq. 


No. 

ID 


178230 
LIB146- 


-021 


-Ql 


-El 


-H10 


Seq. 
Seq. 


No. 

ID 


178231 
LIB146- 


-021 


-Ql 


-El 


-H3 


Seq. 
Seq. 


No. 

ID 


178232 
LIB146 


-021 


-Ql 


-El 


-H5 


Seq. 
Seq. 


No. 

ID 


178233 
LIB146 


-022 


-Ql 


-El 


-C3 



24694 



Seq. 
Seq. 


No. 

ID 


178234 
LIB146- 


022- 


-Ql 


-El 


-G3 


Seq. 
Seq. 


No. 

ID 


178235 
LIB146- 


022- 


-Ql 


-El 


-HI 


Seq. 
Seq. 


No. 

ID 


178236 
LIB146- 


022- 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


178237 
LIB146- 


023- 


-Ql 


-El 


-D6 


Seq. 
Seq. 


No. 

ID 


178238 
LIB146- 


023 


-Ql 


-El 


-H2 


Seq. 
Seq. 


No. 

ID 


178239 
LIB146- 


024 


-Ql 


-El 


-A4 


Seq. 
Seq. 


No. 

ID 


178240 
LIB146- 


024 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


178241 
LIB146- 


025 


-Ql 


-El 


-Bll 


Seq. 
Seq. 


No. 

ID- 


178242 
LIB14 6- 


025 


-Ql 


-El 


-C8 


Seq. 
Seq. 


No. 

ID 


178243 
LIB146- 


026 


-Ql 


-Kl 


-A7 


Seq. 
Seq. 


No. 
ID 


178244 
LIB146- 


026 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


178245 
LIB146- 


026 


-Ql 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


178246 
LIB146- 


026 


-Ql 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


178247 
LIB146- 


027 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


178248 
LIB146- 


027 


-Ql 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


178249 
LIB146- 


029 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


178250 
LIB14 6- 


029 


-Ql 


-Kl 


-A2 


Seq . 
Seq. 


No. 

ID 


178251 
LIB146- 


029 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


178252 
LIB146- 


029 


-Ql 


-Kl 


-F10 



24695 




Seq. 


No. 


178253 


Seq. 


ID 


LIB146-029-Q1-K1-F12 


Seq. 


No. 


178254 


Seq. 


ID 


LIB14 6-030-Q1-K1-A10 


Seq. 


No. 


178255 


Seq. 


ID 


LIB146-030-Q1-K1-B5 


Seq. 


No. 


178256 


Seq. 


ID 


LIB14 6-030-Q1-K1-F11 


Seer. 


No. 


178257 


Seq. 


ID 


LIB22-001-Q1-E1-B4 


Seq . 


No. 


178258 


Seq. 


ID 


LIB22-001-Q1-E1-D11 


Seq. 


No. 


178259 


Seq. 


ID 


LIB22-002-Q1-E1-B11 


Seq. 


No. 


178260 


Seq. 


ID 


LIB22-002-Q1-E1-E8 


Seq . 


No . 


178261 


Seq. 


ID 


LIB22-003-Q1-E1-F5 


Seq . 


No. 


178262 


Seq. 


ID 


LIB22-004-Q1-E1-A11 


Seq. 


No. 


178263 


Seq. 


ID 


LIB22-004-Q1-E1-C6 


Seq. 


No. 


178264 


Seq. 


ID 


LIB22-004-Q1-E1-G3 


Sea. 


No. 


178265 


Seq. 


ID 


LIB22-005-Q1-E1-B7 


Seq . 


No . 


178266 


Seq. 


ID 


LIB22-005-Q1-E1-D1 


Seq. 


No. 


178267 


Seq. 


ID 


LIB22-006-Q1-E1-A3 


Seq. 


No. 


178268 


Seq. 


ID 


LIB22-006-Q1-E1-B4 


Seq. 


No. 


178269 


Seq. 


ID 


LIB22-006-Q1-E1-D12 


Seq. 


No. 


178270 


Seq. 


ID 


LIB22-006-Q1-E1-E10 


Seq. 


No. 


178271 


Seq. 


ID 


LIB22-006-Q1-E1-G6 



24696 



Seq. 


No, 


178272 








Seq. 


ID 


LIB22-007 


-Ql 


-El 


-A10 


Seq. 


No. 


178273 








Seq. 


ID 


LIB22-007 


-Ql 


-El 


-A4 


Seq. 


No. 


178274 








Seq. 


ID 


LIB22-007 


-Ql 


-El 


-A5 


Seq. 


No. 


178275 








Seq. 


ID 


LIB22-007 


-Ql 


-El 


-H9 


Seq. 


No. 


178276 








Seq. 


ID 


LIB22-008 


-Ql 


-El 


-F3 


Seq. 


No. 


178277 








Seq. 


ID 


LIB22-008 


-Ql 


-El 


-H2 


Seq. 


No. 


178278 








Seq. 


ID 


LIB22-008 


-Ql 


-El 


-H3 


Seq. 


No. 


178279 








Seq. 


ID 


LIB22-010 


-Ql 


-El 


-All 


Seq. 


No. 


178280 








Seq. 


ID 


LIB22-010 


-Ql 


-El 


-Bll 


Seq. 


No. 


178281 








Seq. 


ID 


LIB22-011 


-Ql 


-Kl 


-Al 


Seq. 


No. 


178282 








Seq. 


ID 


LIB22-011 


-Ql 


-Kl 


-A5 


Seq. 


No. 


178283 








Seq. 


ID 


LIB22-011 


-Ql 


-Kl 


-A7 


Seq. 


No. 


178284 








Seq. 


ID 


LIB22-011 


-Ql 


-Kl 


-A8 


Seq. 


No. 


178285 








Seq. 


ID 


LIB22-011 


-Ql 


-Kl 


-B4 


Seq. 


No. 


178286 








Seq. 


ID 


LIB22-011 


-Ql 


-Kl 


-B5 


Seq. 


No. 


178287 








Seq. 


ID 


LIB22-011 


-Ql 


-Kl 


-B6 


Seq. 


No. 


178288 








Seq. 


ID 


LIB22-011 


-Ql 


-Kl 


-B7 


Seq. 


No. 


178289 








Seq. 


ID 


LIB22-011 


-Ql 


-Kl 


-B8 


Seq. 


No. 


178290 








Seq. 


ID 


LIB22-011 


-Ql 


-Kl 


-CI 



24697 




Seq. 
Seq. 


No. 

ID 


178291 
LIB22-011- 


Ql- 


Kl- 


C4 


Seq. 
Seq. 


No. 

ID 


178292 
LIB22-011- 


Ql- 


Kl- 


C5 


Seq. 
Seq. 


No. 

ID 


178293 
LIB22-011- 


-Ql- 


Kl- 


C6 


Seq. 
Seq. 


No. 

ID 


178294 
LIB22-011- 


-Ql- 


Kl- 


C7 


Seq. 
Seq. 


No. 

ID 


178295 
LIB22-011- 


-Ql- 


-Kl- 


■C8 


Seq. 
Seq. 


No. 

ID 


178296 
LIB22-011- 


-Ql- 


■Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


178297 
LIB22-011- 


-Ql- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


178298 
LIB22-011- 


-Ql- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


178299 
LIB22-011- 


-Ql- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


178300 
LIB22-011- 


-Ql- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


178301 
LIB22-011* 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


178302 
LIB22-011 


-Ql- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


178303 
LIB22-011 


-Ql- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 
ID 


178304 
LIB22-011 


-Ql 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


178305 
LIB22-011 


-Ql 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


178306 
LIB22-011 


-Ql 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


178307 
LIB22-011 


-Ql 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


178308 
LIB22-011 


-Ql 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


178309 
LIB22-011 


-Ql 


-Kl 


-G5 



24698 



Seq. No. 
Seq. ID 



178310 

LIB22-011-Q1-K1-G6 



Seq. 


No. 


178311 








Seq. 


ID 


LIB22-011- 


■Ql- 


■Kl- 


-G7 


Seq. 


No. 


178312 








Seq. 


ID 


LIB22-011- 


■Ql- 


-Kl- 


-H2 


Seq. 


No. 


178313 








Seq. 


ID 


LIB22-011- 


-Ql- 


-Kl- 


-H6 


Seq. 


No. 


178314 








Seq. 


ID 


LIB22-011- 


-Ql- 


-Kl- 


-H7 


Seq. 


No. 


178315 








Seq. 


ID 


LIB22-011- 


-Ql- 


-Kl- 


-H8 


Seq. 


No. 


178316 








Seq. 


ID 


LIB22-012- 


-Ql- 


-El- 


-A5 


Seq . 


No. 


178317 








Seq. 


ID 


LIB22-012- 


-Ql- 


-El- 


-E5 


Seq . 


No . 


178318 








Seq. 


ID 


LIB22-012- 


-Ql- 


-El- 


-G4 


Seq . 


No. 


178319 








Seq. 


ID 


LIB22-014- 


-Ql- 


-El- 


-A6 


Seq . 


No. 


178320 








Seq. 


ID 


LIB22-017- 


-Ql- 


-El- 


-Bll 


Seq . 


No. 


178321 








Seq. 


ID 


LIB22-017 


-Ql 


-El- 


-H7 


Seq. 


No. 


178322 








Seq. 


ID 


LIB22-018 


-Ql 


-El 


-Cll 


Seq . 


No. 


178323 








Seq. 


ID 


LIB22-019 


-Ql 


-El 


-E4 


Sea. 


No. 


178324 








Seq. 


ID 


LIB22-019 


-Ql 


-El 


-F10 


Seq , 


No . 


178325 








Seq. 


ID 


LIB22-020 


-Ql 


-El 


-B6 


Seq. 


No. 


178326 








Seq. 


ID 


LIB22-020 


-Ql 


-El 


-B8 


Seq. 


No. 


178327 








Seq. 


ID 


LIB22-020 


-Ql 


-El 


-F9 


Seq. 


No. 


178328 








Seq. 


ID 


LIB22-020 


-Ql 


-El 


-Hll 



24699 




Seq. 


No. 


178329 








Seq. 


ID 


LIB22-021- 


■Ql- 


El- 


•A12 


Seq. 


No. 


178330 








Seq. 


ID 


LIB22-021- 


■Ql- 


El- 


■Bl 


Seq. 


No. 


178331 








Seq. 


ID 


LIB22-021- 


-Ql- 


■El- 


■F3 


Seq. 


No. 


178332 








Seq. 


ID 


LIB22-021- 


-Ql- 


-El- 


-H7 


Seq. 


No. 


178333 








Seq. 


ID 


LIB22-022- 


-Ql- 


-El- 


-HI 


Seq. 


No. 


178334 








Seq. 


ID 


LIB22-022- 


-Ql- 


-El- 


-H9 


Seq. 


No. 


178335 








Seq. 


ID 


LIB22-023- 


-Ql- 


-El- 


-D2 


Seq. 


No. 


178336 








Seq. 


ID 


LIB22-023- 


-Ql- 


-El- 


-G4 


Seq. 


No. 


178337 








Seq. 


ID 


LIB22-024- 


-Ql- 


■El- 


-A8 


Seq. 


No. 


178338 








Seq. 


ID 


LIB22-024- 


-Ql- 


-El- 


-El 


Seq. 


No. 


178339 








Seq. 


ID 


LIB22-024- 


-Ql- 


-El- 


-E3 


Seq. 


No. 


178340 








Seq. 


ID 


LIB22-025- 


-Ql- 


-El- 


-Dl 


Seq. 


No. 


178341 








Seq. 


ID 


LIB22-026 


-Ql- 


-El- 


-D2 


Seq. 


No. 


178342 








Seq. 


ID 


LIB22-026 


-Ql- 


-El- 


-Gl 


Seq. 


No. 


178343 








Seq. 


ID 


LIB22-026 


-Ql- 


-El 


-H7 


Seq. 


No. 


178344 








Seq. 


ID 


LIB22-029 


-Ql 


-El 


-F7 


Seq. 


No. 


178345 








Seq. 


ID 


LIB22-030 


-Ql 


-El 


-C2 


Seq. 


No. 


178346 








Seq. 


ID 


LIB22-030 


-Ql 


-El 


-G8 


Seq. 


No. 


178347 








Seq. 


ID 


LIB22-031 


-Ql 


-El 


-E10 



24700 
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Seq. No. 
Seq. ID 
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Seq. ID 

Seq. No. 
Seq. ID 



178348 

LIB22-G31-Q1-E1-E7 

178349 

LIB22-031-Q1-E1-G2 
178350 

LIB22-032-Q1-E1-D11 

178351 

LIB22-032-Q1-E1-E4 
178352 

LIB22-034-Q1-E2-A7 
178353 

LIB22-034-Q1-E2-B12 
178354 

LIB22-034-Q1-E2-C6 
178355 

LIB22-034-Q1-E2-G7 
178356 

LIB22-035-Q1-E1-C6 
178357 

LIB22-035-Q1-E1-E5 
178358 

LIB22-036-Q1-E1-A10 
178359 

LIB22-036-Q1-E1-D9 
178360 

LIB22-036-Q1-E1-H11 
178361 

LIB22-037-Q1-E1-H1 
178362 

LIB22-037-Q1-E1-H10 
178363 

LIB22-037-Q1-E1-H7 
178364 

LIB22-038-Q1-E1-D6 
178365 

LIB22-040-Q1-E1-A9 
178366 

LIB22-040-Q1-E1-C10 



24701 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
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Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



178367 

LIB22-041-Q1-E1-E8 
178368 

LIB22-042-Q1-E1-B10 
178369 

LIB22-042-Q1-E1-C6 
178370 

LIB22-042-Q1-E1-H8 
178371 

LIB22-043-Q1-E1-E4 
178372 

LIB22-044-Q1-E1-A8 
178373 

LIB22-046-Q1-E1-C9 
178374 

LIB22-046-Q1-E1-H5 
178375 

LIB22-048-Q1-E1-C5 
178376 

LIB22-048-Q1-E1-D1 
178377 

LIB22-048-Q1-E1-D2 
178378 

LIB22-04 9-Q1-E1-F12 

178379 

LIB22-049-Q1-E1-F6 
178380 

LIB22-050-Q1-E1-F8 
178381 

LIB22-051-Q1-E1-C4 
178382 

LIB22-051-Q1-E1-F7 
178383 

LIB22-053-Q1-E1-A3 
178384 

LIB22-053-Q1-E1-H4 
178385 

LIB22-054-Q1-E2-G7 



o 



Seq. 
Seq. 


No. 

ID 


178386 
LIB22-055 


-Ql- 


-El 


-A8 


Seq. 
Seq. 


No. 

ID 


178387 
LIB22-055 


-Ql- 


-El 


-A9 


Seq. 
Seq. 


No. 

ID 


178388 
LIB22-055 


-Ql- 


-El 


-B4 


Seq. 
Seq. 


No. 

ID 


178389 
LIB22-055 


-Ql- 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


178390 
LIB22-056 


-Ql- 


-El 


-G10 


Seq. 
Seq. 


No. 
ID 


178391 
LIB22-058 


-Ql 


-El 


-B6 


Seq. 
Seq. 


No. 
ID 


178392 
LIB22-059 


-Ql 


-El 


-Fl 


Seq. 
Seq. 


No. 

ID 


178393 
LIB22-059 


-Ql 


-El 


-G2 


Seq. 
Seq. 


No. 

ID 


178394 
LIB22-060 


-Ql 


-El 


-F5 


Seq. 
Seq. 


No. 

ID 


178395 
LIB22-060 


-Ql 


-El 


-G4 


Seq. 
Seq. 


No. 

ID 


178396 
LIB22-061 


-Ql 


-E2 


-A3 


Seq. 
Seq. 


No. 

ID 


178397 
LIB22-061 


-Ql 


-E2 


-F2 


Seq. 
Seq. 


No. 

ID 


178398 
LIB22-062 


-Ql 


-El 


-A2 


Seq. 
Seq. 


No. 

ID 


178399 
LIB22-062 


-Ql 


-El 


-C12 


Seq. 
Seq. 


No. 

ID 


178400 
LIB22-062 


-Ql 


-El 


-H8 


Seq. 
Seq. 


No. 

ID 


178401 
LIB22-063 


-Ql 


-El 


-Dl 


Seq. 
Seq. 


No. 

ID 


178402 
LIB22-063 


-Ql 


-El 


-E10 


Seq. 
Seq. 


No. 

ID 


178403 
LIB22-064 


-Ql 


-El 


-B12 


Seq. 
Seq. 


NO. 

ID 


178404 
LIB22-064 


-Ql 


-El 


-C10 



24703 



Seq. 


No. 


178405 








Seq. 


ID 


LIB22-064- 


-Ql- 


-El- 


-D5 


Seq. 


No. 


178406 . 








Seq. 


ID 


LIB22-064- 


-Ql- 


-El- 


-E12 


Seq. 


No. 


178407 








Seq. 


ID 


LIB22-064- 


-Ql- 


-El- 


-G12 


Seq. 


No. 


178408 








Seq. 


ID 


LIB22-065- 


-Ql- 


-El- 


-B2 


Seq . 


No. 


178409 








Seq. 


ID 


LIB22-066- 


-Ql- 


-El- 


-D5 


Seq . 


No. 


178410 








Seq. 


ID 


LIB22-066- 


-Ql- 


-El- 


-E7 


Seq . 


No . 


178411 








Seq. 


ID 


LIB22-066- 


-Ql- 


-El- 


-F5 


Sea. 


No. 


178412 








Seq. 


ID 


LIB22-068- 


-Ql- 


-El- 


-A9 


Seq . 


No . 


178413 








Seq. 


ID 


LIB22-068- 


-Ql- 


-El- 


-B2 


Seq. 


No . 


178414 








Seq. 


ID 


LIB22-069 


-Ql- 


-El- 


-G2 


Seq. 


No . 


178415 








Seq. 


ID 


LIB22-070 


-Ql- 


-El 


-B4 


Seq. 


No. 


178416 








Seq. 


ID 


LIB22-070 


-Ql 


-El 


-C12 


Seq . 


No . 


178417 








Seq. 


ID 


LIB22-070 


-Ql 


-El 


-Fl 


Sea. 


No. 


178418 








Seq. 


ID 


LIB22-070 


-Ql 


-El 


-G10 


Seq. 


No. 


178419 








Seq. 


ID 


LIB22-070 


-Ql 


-El 


-H5 


Seq . 


No . 


178420 








Seq. 


ID 


LIB22-071 


-Ql 


-El 


-B7 


Seq . 


No. 


178421 








Seq. 


ID 


LIB22-073 


-Ql 


-El 


-C4 


Seq. 


No. 


1,78422 








Seq. 


ID 


LIB22-074 


-Ql 


-El 


-B6 


Seq. 


No. 


178423 








Seq. 


ID 


LIB22-074 


-Ql 


-El 


-B7 



24704 



Seq. 


No. 


178424 








Seq. 


ID 


LIB22-075- 


-Ql- 


-El- 


-H2 


Seq. 


No. 


178425 








Seq. 


ID 


LIB22-076- 


-Ql- 


-El- 


-B2 


Seq. 


No. 


178426 








Seq. 


ID 


LIB22-076- 


-Ql- 


-El- 


-D8 


Seq. 


No. 


178427 








Seq. 


ID 


LIB22-076- 


-Ql- 


-El- 


-E3 


Seq. 


No. 


178428 








Seq. 


ID 


LIB22-077- 


-Ql- 


-El- 


-G7 


Seq. 


No. 


178429 








Seq. 


ID 


LIB22-078- 


-Ql- 


-El- 


-B2 


Seq. 


No. 


178430 








Seq. 


ID 


LIB22-078- 


-Ql- 


-El- 


-F2 


Seq. 


No. 


178431 








Seq. 


ID 


LIB22-078- 


-Ql- 


-El- 


-Gl 


Seq. 


No. 


178432 








Seq. 


ID 


1 LIB22-078 


-Ql- 


-El 


-H10 


Seq. 


No. 


178433 








Seq. 


ID 


LIB22-078 


-Ql- 


-El 


-H3 


Seq. 


No. 


178434 








Seq. 


ID 


LIB22-078 


-Ql 


-El 


-H4 


Seq. 


No. 


178435 








Seq. 


ID 


LIB22-079 


-Ql 


-El 


-C5 


Seq. 


No. 


178436 








Seq. 


ID 


LIB22-079 


-Ql 


-El 


-H3 


Seq. 


No. 


178437 








Seq. 


ID 


LIB22-080 


-Ql 


-E2 


-B3 


Seq. 


No. 


178438 








Seq. 


ID 


LIB22-080 


-Ql 


-E2 


-B6 


Seq. 


No. 


178439 








Seq. 


ID 


LIB22-080 


-Ql 


-E2 


-H6 


Seq. 


No. 


178440 








Seq. 


ID 


LIB22-081 


-Ql 


-El 


-C7 


Seq. 


No. 


178441 








Seq. 


ID 


LIB22-081 


-Ql 


-E2 


-B7 


Seq. 


No. 


178442 








Seq. 


ID 


LIB22-081 


-Ql 


-E2 


-C7 



24705 



Seq. 


No. 


178443 








Seq. 


ID 


LIB22-082- 


-Ql- 


-E2- 


-A3 


Seq. 


No. 


178444 








Seq. 


ID 


LIB22-082- 


-Ql- 


-E2- 


-H2 


Seq. 


No. 


178445 








Seq. 


ID 


LIB22-085- 


-Ql- 


-E2- 


-G8 


Seq. 


No. 


178446 








Seq. 


ID 


LIB22-086- 


-Ql- 


-El- 


-D5 


Seq. 


No. 


178447 








Seq. 


ID 


LIB22-086- 


-Ql- 


-El- 


-Ell 


Seq. 


No. 


178448 








Seq. 


ID 


LIB22-087- 


-Ql- 


-El- 


-B7 


Seq. 


No. 


178449 








Seq, 


ID 


LIB22-088- 


-Ql- 


-El- 


-A5 


Seq. 


No. 


178450 








Seq. 


ID 


LIB22-088- 


-Ql- 


-El- 


-Bl 


Seq. 


No. 


178451 








Seq. 


ID 


LIB22-088 


-Ql- 


-El 


-D5 


Seq. 


No. 


178452 








Seq. 


ID 


LIB22-088 


-Ql- 


-El 


-F6 


Seq. 


No. 


178453 








Seq. 


ID 


LIB22-089 


-Ql- 


-El 


-D5 


Seq. 


No. 


178454 








Seq. 


ID 


LIB22-089 


-Ql 


-El 


-D8 


Seq. 


No. 


178455 








Seq. 


ID 


LIB23-001 


-Ql 


-El 


-F12 


Seq. 


No. 


178456 








Seq. 


ID 


LIB23-001 


-Ql 


-El 


-HI 


Seq. 


No. 


178457 








Seq. 


ID 


LIB23-003 


-Ql 


-El 


-F3 


Seq. 


No. 


178458 








Seq. 


ID 


LIB23-003 


-Ql 


-El 


-H5 


Seq. 


No. 


178459 








Seq. 


ID 


LIB23-004 


-Ql 


-El 


-H8 


Seq. 


No. 


178460 








Seq. 


ID 


LIB23-005 


-Ql 


-El 


-A9 


Seq. 


No. 


178461 








Seq. 


ID 


LIB23-005 


-Ql 


-El 


-C6 



24706 



Seq. 


No, 


178462 








Seq. 


ID 


LIB23-005 


-Ql 


-El 


-D7 


Seq. 


No. 


178463 








Seq. 


ID 


LIB23-005 


-Ql 


-El 


-H10 


Seq. 


No. 


178464 








Seq. 


ID 


LIB23-005 


-Ql 


-El 


-H4 


Seq. 


No. 


178465 








Seq. 


ID 


LIB23-006 


-Ql 


-El 


-A9 


Seq. 


No. 


178466 








Seq. 


ID 


LIB23-006 


-Ql 


-El 


-E3 


Seq. 


No. 


178467 








Seq. 


ID 


LIB23-006 


-Ql 


-El 


-F2 


Seq. 


No. 


178468 








Seq. 


ID 


LIB23-007 


-Ql 


-El 


-C2 


Seq. 


No. 


178469 








Seq. 


ID 


LIB23-008 


-Ql 


-El 


-C3 


Seq. 


No. 


178470 








Seq. 


ID 


LIB23-008 


-Ql 


-El 


-Dl 


Seq. 


No. 


178471 








Seq. 


ID 


LIB23-009 


-Ql 


-El 


-C8 


Seq. 


No. 


178472 








Seq. 


ID 


LIB23-009 


-Ql 


-E2 


-Bll 


Seq. 


No. 


178473 








Seq. 


ID 


LIB23-009 


-Ql 


-E2 


-F6 


Seq. 


No. 


178474 








Seq. 


ID 


LIB23-010 


-Ql 


-E2 


-F12 


Seq. 


No. 


178475 








Seq. 


ID 


LIB23-011 


-Ql 


-El 


-C5 


Seq. 


No. 


178476 








Seq. 


ID 


LIB23-011 


-Ql 


-El 


-F3 


Seq. 


No. 


178477 








Seq. 


ID 


LIB23-011 


-Ql 


-El 


-H9 


Seq. 


No. 


178478 








Seq. 


ID 


LIB23-012 


-Ql 


-El 


-G8 


Seq. 


No. 


178479 








Seq. 


ID 


LIB23-012 


-Ql 


-El 


-H4 


Seq. 


No. 


178480 








Seq. 


ID 


LIB23-014 


-Ql 


-El 


-A8 



24707 



Seq. 


No. 


178481 








Seq. 


ID 


LIB23-014 


-Ql 


-El 


-Fl 


Seq. 


No. 


178482 








Seq. 


ID 


LIB23-014 


-Ql 


-El 


-H8 


Seq. 


No. 


178483 








Seq. 


ID 


LIB23-016 


-Ql 


-El 


-B9 


Seq. 


No. 


178484 








Seq. 


ID 


LIB23-016 


-Ql 


-El 


-G8 


Seq. 


NO. 


178485 








Seq. 


ID 


LIB23-017 


-Ql 


-El 


-Fll 


Seq. 


No. 


178486 








Seq. 


ID 


LIB23-017 


-Ql 


-El 


-G3 


Seq. 


No. 


178487 








Seq. 


ID 


LIB23-017 


-Ql 


-El 


-H10 


Seq. 


No. 


178488 








Seq. 


ID 


LIB23-018 


-Ql 


-El 


-El 


Seq. 


No. 


178489 








Seq. 


ID 


LIB23-018 


-Ql 


-El 


-E5 


Seq. 


No. 


178490 








Seq. 


ID 


LIB23-019 


-Ql 


-El 


-E5 


Seq. 


No. 


178491 








Seq. 


ID 


LIB23-020 


-Ql 


-El 


-A10 


Sea. 


No. 


178492 








Seq. 


ID 


LIB23-020 


-Ql 


-El 


-B6 


Seq. 


No. 


178493 








Seq. 


ID 


LIB23-021 


-Q2 


-El 


-A10 


Seq. 


No. 


178494 








Seq. 


ID 


LIB23-021 


-Q2 


-El 


-All 


Seq. 


No. 


178495 








Seq. 


ID 


LIB23-021 


-Q2 


-El 


-D10 


Seq. 


No. 


178496 








Seq. 


ID 


LIB23-022 


-Q2 


-El 


-A3 


Seq. 


No. 


178497 








Seq. 


ID 


LIB23-022 


-Q2 


-El 


-Fll 


Seq. 


No. 


178498 








Seq. 


ID 


LIB23-022 


-Q2 


-El 


-F3 


Seq. 


No. 


178499 








Seq. 


ID 


LIB23-022 


-Q2 


-El 


-F4 



24708 



Seq. 
Seq. 


No. 
ID 


178500 
LIB23-023 


-Ql 


-El 


-Cll 


Seq. 
Seq. 


No. 

ID 


178501 
LIB23-023 


-Ql 


-El 


-D5 


Seq. 
Seq. 


No. 
ID 


178502 
LIB23-025 


-Ql 


-El 


-B9 


Seq. 
Seq. 


No. 

ID 


178503 
LIB23-025 


-Ql 


-El 


-C10 


Seq. 
Seq. 


No. 

ID 


178504 
LIB23-025 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


178505 
LIB23-025 


-Ql 


-El 


-G12 


Seq. 
Seq. 


No. 

ID 


178506 
LIB23-026 


-Ql 


-El 


-D2 


Seq. 
Seq. 


No. 

ID 


178507 
LIB23-026 


-Ql 


-El 


-E3 


Seq. 
Seq. 


No. 

ID 


178508 
LIB23-026 


-Ql 


-El 


-E8 


Seq. 
Seq. 


No. 

ID 


178509 
LIB23-026 


-Ql 


-El 


-G7 


Seq. 
Seq. 


No. 

ID 


178510 
LIB23-026 


-Ql 


-El 


-H6 


Seq. 
Seq. 


No. 

ID 


178511 
LIB23-027 


-Ql 


-El 


-D4 


Seq. 
Seq. 


No. 

ID 


178512 
LIB23-027 


-Ql 


-El 


-El 


Seq. 
Seq. 


No. 

ID 


178513 
LIB23-028 


-Ql 


-El 


-C3 


Seq. 
Seq. 


No. 

ID 


178514 
LIB23-028 


-Ql 


-El 


-F4 


Seq. 
Seq. 


No. 

ID 


178515 
LIB23-029 


-Ql 


-El 


-A7 


Seq. 
Seq. 


No. 

ID 


178516 
LIB23-029 


-Ql 


-El 


-B3 


Seq. 
Seq. 


No. 

ID 


178517 
LIB23-030 


-Ql 


-El 


-B12 


Seq. 
Seq. 


No. 

ID 


178518 
LIB23-031 


-Ql 


-El 


-All 



24709 



Seq. 


No. 


178519 








Seq. 


ID 


LIB23-031- 


-Ql- 


-El- 


-E7 


Seq. 


No. 


178520 








Seq. 


ID 


LIB23-031- 


-Ql- 


-El- 


-G5 


Seq. 


No. 


178521 








Seq. 


ID 


LIB23-032- 


-Ql- 


-El- 


-B6 


Seq. 


No. 


178522 








Seq. 


ID 


LIB23-033- 


-Ql- 


-El- 


-Cll 


Seq. 


No. 


178523 








Seq. 


ID 


LIB23-033- 


-Ql- 


-El- 


-H2 


Seq. 


No. 


178524 








Seq. 


ID 


LIB23-034 


-Ql- 


-El- 


-B4 


Seq. 


No. 


178525 








Seq. 


ID 


LIB23-034 


-Ql- 


-El- 


-CIO 


Seq. 


No. 


178526 








Seq. 


ID 


LIB23-034 


-Ql- 


-El 


-H10 


Seq. 


No. 


178527 








Seq. 


ID 


LIB23-035 


-Ql- 


-El 


-CIO 


Seq. 


No. 


178528 








Seq. 


ID 


LIB23-036 


-Ql 


-El 


-G5 


Seq. 


No. 


178529 








Seq. 


ID 


LIB23-037 


-Ql 


-El 


-Bl 


Seq. 


No. 


178530 








Seq. 


ID 


LIB23-037 


-Ql 


-El 


-B8 


Seq. 


No. 


178531 








Seq. 


ID 


LIB23-038 


-Ql 


-El 


-Bl 


Seq. 


No. 


178532 








Seq. 


ID 


LIB23-038 


-Ql 


-El 


-E10 


Seq. 


No. 


178533 








Seq. 


ID 


LIB23-039 


-Ql 


-El 


-D3 


Seq. 


No. 


178534 








Seq. 


ID 


LIB23-039 


-Ql 


-El 


-Gl 


Seq. 


No. 


178535 








Seq. 


ID 


LIB23-040 


-Ql 


-El 


-D8 


Seq. 


No. 


178536 








Seq. 


ID 


LIB23-040 


-Ql 


-El 


-G6 


Seq. 


No. 


178537 








Seq. 


ID 


LIB23-040 


-Ql 


-El 


-H4 



24710 



s.eq. 


No. 


178538 








Seq. 


ID 


LIB23-041 


-Ql 


-El 


-F12 


Seq. 


No. 


178539 








Seq. 


ID 


LIB23-041 


-Ql 


-El 


-Gl 


Seq. 


No. 


178540 








Seq. 


ID 


LIB23-042 


-Ql 


-El 


-C4 


Seq. 


No. 


178541 








Seq. 


ID 


LIB23-042 


-Ql 


-El 


-E9 


Seq. 


No. 


178542 








Seq. 


ID 


LIB23-042 


-Ql 


-El 


-F4 


Seq. 


No. 


178543 








Seq. 


ID 


LIB23-042 


-Ql 


-El 


-H7 


Seq. 


No. 


178544 








Seq. 


ID 


LIB23-043 


-Ql 


-El 


-B3 


Seq. 


No. 


178545 








Seq. 


ID 


LIB23-043 


-Ql 


-El 


-E3 


Seq. 


No. 


178546 








Seq. 


ID 


LIB23-043 


-Ql 


-El 


-H3 


Seq. 


No. 


178547 








Seq. 


ID 


LIB23-045 


-Ql 


-El 


-A12 


Seq. 


No. 


178548 








Seq. 


ID 


LIB23-045 


-Ql 


-El 


-D2 


Seq. 


No. 


178549 








Seq. 


ID 


LIB23-045 


-Ql 


-El 


-F9 


Seq. 


No. 


178550 








Seq. 


ID 


LIB23-046 


-Ql 


-El 


-C5 


Seq. 


No. 


178551 








Seq. 


ID 


LIB23-046 


-Ql 


-El 


-G10 


Seq. 


No. 


178552 








Seq. 


ID 


LIB23-047 


-Ql 


-El 


-B2 


Seq. 


No. 


178553 








Seq. 


ID 


LIB23-047 


-Ql 


-El 


-CIO 


Seq. 


No. 


178554 








Seq. 


ID 


LIB23-047 


-Ql 


-El 


-El 


Seq. 


No. 


178555 








Seq. 


ID 


LIB23-048 


-Ql 


-El 


-A12 


Seq. 


No. 


178556 








Seq. 


ID 


LIB23-048 


-Ql 


-El 


-D9 



24711 



o 



Seq. 


No. 


178557 








Seq. 


ID 


LIB23-048- 


-Ql- 


-El- 


-El 


Seq. 


No. 


178558 








Seq. 


ID 


LIB23-048- 


-Ql- 


-El- 


-E10 


Sea. 


No. 


178559 








Seq. 


ID 


LIB23-048 


-Ql- 


-El- 


-F6 


Seq . 


No. 


178560 








Seq. 


ID 


LIB23-048 


-Ql- 


-El- 


-Gl 


Seq. 


No. 


178561 








Seq. 


ID 


LIB23-048 


-Ql- 


-El- 


-HI 


Sea. 


No. 


178562 








Seq. 


ID 


LIB23-049 


-Ql- 


-El- 


-H5 


Sea. 


No. 


178563 








Seq. 


ID 


LIB23-050 


-Ql- 


-El- 


-Al 


Sea. 


No. 


178564 








Seq. 


ID 


LIB23-051 


-Ql- 


-El 


-Bl 


Seq. 


No. 


178565 








Seq. 


ID 


LIB23-051 


-Ql- 


-El 


-C3 


Seq . 


No . 


178566 








Seq. 


ID 


LIB23-051 


-Ql- 


-El 


-Dl 


Seq. 


No. 


178567 








Seq. 


ID 


LIB23-051 


-Ql- 


-El 


-Gl 


Seq. 


No. 


178568 








Seq. 


ID 


LIB23-052 


-Ql 


-El 


-A10 


Seq. 


No. 


178569 








Seq. 


ID 


LIB23-052 


-Ql 


-El 


-C5 


Seq. 


No. 


178570 








Seq. 


ID 


LIB23-052 


-Ql 


-El 


-CI 


Sea. 


No. 


178571 








Seq. 


ID 


LIB23-052 


-Ql 


-El 


-F3 


Seq. 


No. 


178572 








Seq. 


ID 


LIB23-052 


-Ql 


-El 


-Gl 


Seq. 


No. 


178573 








Seq. 


ID 


LIB23-054 


-Ql 


-El 


-Dll 


Seq. 


No. 


178574 








Seq. 


ID 


LIB23-054 


-Ql 


-El 


-F9 


Seq. 


No. 


178575 








Seq. 


ID 


LIB23-054 


-Ql 


-El 


-H2 



24712 



# 



Seq. 


No. 


178576 








Seq. 


ID 


LIB23-055 


-Ql 


-El 


-F7 


Seq. 


No. 


178577 








Seq. 


ID 


LIB23-056 


-Ql 


-El 


-A7 


Seq. 


No. 


178578 








Seq. 


ID 


LIB23-056 


-Ql 


-El 


-Bll 


Seq. 


No. 


178579 








Seq. 


ID 


LIB23-056 


-Ql 


-El 


-E6 


Seq. 


No. 


178580 








Seq. 


ID 


LIB23-056 


-Ql 


-El 


-F12 


Seq. 


No. 


178581 








Seq. 


ID 


LIB23-056 


-Ql 


-El 


-F2 


Seq. 


No. 


178582 








Seq. 


ID 


LIB23-057 


-Ql 


-El 


-F7 


Seq. 


No. 


178583 








Seq. 


ID 


LIB23-057 


-Ql 


-El 


-G9 


Seq. 


No. 


178584 








Seq. 


ID 


LIB23-058 


-Ql 


-El 


-E7 


Sea. 


No. 


178585 








Seq. 


ID 


LIB23-059 


-Ql 


-El 


-A9 


Seq. 


No. 


178586 








Seq. 


ID 


LIB23-059 


-Ql 


-El 


-C3 


Seq. 


No. 


178587 








Seq. 


ID 


LIB23-059 


-Ql 


-El 


-C9 


Seq. 


No. 


178588 








Seq. 


ID 


LIB23-059 


-Ql 


-El 


-F3 


Seq. 


No. 


178589 








Seq. 


ID 


LIB23-059 


-Ql 


-El 


-F7 


Seq. 


No. 


178590 








Seq. 


ID 


LIB23-059 


-Ql 


-El 


-F9 


Seq. 


No. 


178591 








Seq. 


ID 


LIB23-061 


-Ql 


-El 


-All 


Seq. 


No. 


178592 








Seq. 


ID 


LIB23-061 


-Ql 


-El 


-A3 


Seq. 


No. 


178593 








Seq. 


ID 


LIB23-061 


-Ql 


-El 


-C7 


Seq. 


No. 


178594 








Seq. 


ID 


LIB23-062 


-Ql 


-El 


-A12 



24713 



Seq . 


No. 


Seq. 


ID 


Seq . 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 




No . 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No. 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



178595 

LIB23-062-Q1-E1-D12 
178596 

LIB23-063-Q1-E1-D3 
178597 

LIB23-063-Q1-E1-G2 
178598 

LIB23-063-Q1-E1-G6 
178599 

LIB23-065-Q1-E1-A9 
178600 

LIB23-066-Q1-E1-E5 
178601 

LIB23-067-Q1-E1-D3 
178602 

LIB23-068-Q1-E1-C7 
178603 

LIB23-068-Q1-E1-G11 
178604 

LIB23-069-Q1-E1-C11 
178605 

LIB23-069-Q1-E1-D4 
178606 

LIB23-069-Q1-E1-F3 
178607 

LIB23-069-Q1-E1-H4 
178608 

LIB23-070-Q1-E1-C6 
178609 

LIB23-070-Q1-E1-D8 
178610 

LIB23-070-Q1-E1-G6 
178611 

LIB23-070-Q1-E1-H5 
178612 

LIB23-071-Q1-E1-B9 
178613 

LIB23-072-Q1-E1-A5 



24714 



Seq. 


No. 


Seq. 


ID 


Seq* 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



II 



178614 

LIB23-072-Q1-E1-F12 
178615 

LIB23-073-Q1-E1-D1 
178616 

LIB23-073-Q1-E1-F8 
178617 

LIB23-073-Q1-E1-H10 
178618 

LIB23-073-Q1-E1-H3 
178619 

LIB23-074-Q1-E1-H4 
178620 

LIB23-074-Q1-E1-H7 
178621 

LIB23-075-Q1-E1-E11 
178622 

LIB23-075-Q1-E1-F11 
178623 

LIB24-001-Q1-E1-C11 
178624 

LIB24-001-Q1-E1-E2 
178625 

LIB24-001-Q1-E1-F7 
178626 

LIB24-002-Q1-E1-E3 
178627 

LIB24-003-Q1-E1-C6 
178628 

LIB24-004-Q1-E1-E1 
178629 

LIB24-004-Q1-E1-F1 
178630 

LIB24-005-Q1-E1-F2 
178631 

LIB24-006-Q1-E1-E2 
178632 

LIB24-006-Q1-E1-H4 



24715 



# 



Seq. 


No. 


178633 








Seq. 


ID 


LIB24-006 


-Ql- 


-El- 


-H7 


Seq. 


No. 


178634 








Seq. 


ID 


LIB24-007 


-Ql- 


-El- 


-A3 


Seq. 


No. 


178635 








Seq. 


ID 


LIB24-008 


-Ql- 


-El 


-Bll 


Seq. 


No. 


178636 








Seq. 


ID 


LIB24-008 


-Ql- 


-El 


-Dl 


Seq. 


No. 


178637 








Seq. 


ID 


LIB24-008 


-Ql- 


-El 


-F4 


Seq. 


No. 


178638 








Seq. 


ID 


LIB24-008 


-Ql- 


-El 


-G10 


Seq. 


No. 


178639 








Seq. 


ID 


LIB24-009 


-Ql 


-El 


-C7 


Seq. 


No. 


178640 








Seq. 


ID 


LIB24-009 


-Ql 


-El 


-El 


Seq. 


No. 


178641 








Seq. 


ID 


LIB24-009 


-Ql 


-El 


-H8 


Seq. 


No. 


178642 








Seq. 


ID 


LIB24-010 


-Ql 


-El 


-B2 


Seq. 


No. 


178643 








Seq. 


ID 


LIB24-010 


-Ql 


-El 


-CI 


Seq. 


No. 


178644 








Seq. 


ID 


LIB24-010 


-Ql 


-El 


-G10 


Seq. 


No. 


178645 








Seq. 


ID 


LIB24-010 


-Ql 


-El 


-Hll 


Seq. 


No. 


178646 








Seq. 


ID 


LIB24-011 


-Ql 


-El 


-Bll 


Seq. 


No. 


178647 








Seq. 


ID 


LIB24-012 


-Ql 


-El 


-B9 


Seq. 


No. 


178648 








Seq. 


ID 


LIB24-012 


-Ql 


-El 


-CIO 


Seq. 


No. 


178649 








Seq. 


ID 


LIB24-012 


-Ql 


-El 


-Fll 


Seq. 


No. 


178650 








Seq. 


ID 


LIB24-012 


-Ql 


-El 


-G3 


Seq. 


No. 


178651 








Seq. 


ID 


LIB24-012 


-Ql 


-El 


-H3 



24716 



Seq. 


No. 


178652 








Seq. 


ID 


LIB24-013- 


-Ql- 


-El- 


-C5 


Seq. 


No. 


178653 








Seq. 


ID 


LIB24-013- 


-Ql- 


-El- 


-G8 


Seq. 


No. 


178654 








Seq. 


ID 


LIB24-014- 


-Ql- 


-El- 


-E3 


Seq. 


No. 


178655 








Seq. 


ID 


LIB24-015- 


-Ql- 


-El- 


-A7 


Seq. 


No. 


178656 








Seq. 


ID 


LIB24-015- 


-Ql- 


-El- 


-El 


Seq. 


No. 


178657 








Seq. 


ID 


LIB24-015- 


-Ql- 


-El- 


-E9 


Seq. 


No. 


178658 








Seq. 


ID 


LIB24-015- 


-Ql- 


-El- 


-F2 


Seq. 


No. 


178659 








Seq. 


ID 


LIB24-016 


-Ql 


-El- 


-D7 


Seq. 


No. 


178660 








Seq. 


ID 


LIB24-016 


-Ql 


-El- 


-E6 


Sea. 


No. 


178661 








Seq. 


ID 


LIB24-016 


-Ql 


-El 


-F4 


Seq. 


No. 


178662 








Seq. 


ID 


LIB24-016 


-Ql 


-El 


-G4 


Seq. 


No. 


178663 








Seq. 


ID 


LIB24-018 


-Ql 


-El 


-B8 


Sea. 


No. 


178664 








Seq. 


ID 


LIB24-019 


-Ql 


-El 


-BIO 


Seq. 


No. 


178665 








Seq. 


ID 


LIB24-019 


-Ql 


-El 


-D3 


Seq. 


No. 


178666 








Seq. 


ID 


LIB24-019 


-Ql 


-El 


-G9 


Sea. 


No. 


178667 








Seq. 


ID 


LIB24-020 


-Ql 


-El 


-B6 


Seq. 


No. 


178668 








Seq. 


ID 


LIB24-020 


-Ql 


-El 


-G12 


Seq. 


No. 


178669 








Seq. 


ID 


LIB24-020 


-Ql 


-El 


-G5 


Seq. 


No. 


178670 








Seq. 


ID 


LIB24-021 


-Ql 


-El 


-C8 



2470.7 




Seq. 


No. 


178671 








Seq. 


ID 


LIB24-021 


-Ql- 


-El- 


-F6 


Seq. 


No. 


178672 








Seq. 


ID 


LIB24-022 


-Ql- 


-El 


-B8 


Seq. 


No. 


178673 








Seq. 


ID 


LIB24-022 


-Ql- 


-El 


-C8 


Seq. 


No. 


178674 








Seq. 


ID 


LIB24-023 


-Ql- 


-El 


-B5 


Sea. 


No. 


178675 








Seq. 


ID 


LIB24-024 


-Ql- 


-El 


-A5 


Seq. 


No. 


178676 








Seq. 


ID 


LIB24-024 


-Ql- 


-El 


-CIO 


Seq. 


No. 


178677 








Seq. 


ID 


LIB24-024 


-Ql- 


-El 


-D4 


Seq. 


No. 


178678 








Seq. 


ID 


LIB24-024 


-Ql- 


-El 


-G12 


Seq. 


No. 


178679 








Seq. 


ID 


LIB24-025 


-Ql 


-El 


-A12 


Seq . 


No . 


178680 








Seq. 


ID 


LIB24-025 


-Ql 


-El 


-BIO 


Seq . 


No . 


178681 








Seq. 


ID 


LIB24-025 


-Ql 


-El 


-H12 


Seq . 


No. 


178682 








Seq. 


ID 


LIB24-026 


-Ql 


-El 


-Cll 


Seq. 


No. 


178683 








Seq. 


ID 


LIB24-027 


-Ql 


-El 


-F4 


Seq . 


No. 


178684 








Seq. 


ID 


LIB24-027 


-Ql 


-El 


-G4 


Seq. 


No . 


178685 








Seq. 


ID 


LIB24-028 


-Ql 


-El 


-A2 


Seq. 


No . 


178686 








Seq. 


ID 


LIB24-029 


-Ql 


-El 


-A5 


Seq . 


No . 


178687 








Seq. 


ID 


LIB24-030 


-Ql 


-El 


-H5 


Seq. 


No. 


178688 








Seq. 


ID 


LIB24-030 


-Ql 


-El 


-H7 


Seq. 


No. 


178689 








Seq. 


ID 


LIB24-031 


-Ql 


-El 


-B3 



24718 



# 



Seq. 


No. 


178690 








Seq. 


ID 


LIB24-031- 


-Ql- 


-El- 


-B4 


Seq. 


No. 


178691 








Seq. 


ID 


LIB24-031- 


-Ql- 


-El- 


-C10 


Seq. 


No. 


178692 








Seq. 


ID 


LIB24-032- 


-Ql- 


-El- 


-A6 


Seq. 


No. 


178693 








Seq. 


ID 


LIB24-032- 


-Ql- 


-El- 


-D5 


Seq. 


No. 


178694 








Seq. 


ID 


LIB24-032- 


-Ql- 


-El- 


-G5 


Seq. 


No. 


178695 








Seq. 


ID 


LIB24-033- 


-Ql- 


-El- 


-A12 


Sea. 


No. 


178696 








Seq. 


ID 


LIB24-033- 


-Ql- 


-El 


-B3 


Seq. 


No. 


178697 








Seq. 


ID 


LIB24-033 


-Ql- 


-El 


-CI 


Seq. 


No. 


178698 








Seq. 


ID 


LIB24-033 


-Ql- 


-El 


-F5 


Seq . 


No . 


178699 








Seq. 


ID 


LLB24-033 


-Ql- 


-El 


-F7 


Sea. 


NO. 


178700 








Seq. 


ID 


LIB24-033 


-Ql 


-El 


-Gil 


Sea. 


No. 


■ 178701 








Seq. 


ID 


LIB24-034 


-Ql 


-El 


-Dll 


Seq . 


No. 


178702 








Seq. 


ID 


LIB24-035 


-Ql 


-El 


-F10 


Seq. 


No. 


178703 








Seq. 


ID 


LIB24-036 


-Ql 


-El 


-C3 


Seq. 


No. 


178704 








Seq. 


ID 


LIB24-038 


-Ql 


-El 


-C12 


Seq . 


No. 


178705 








Seq. 


ID 


LIB24-038 


-Ql 


-El 


-C3 


Seq. 


No. 


178706 








Seq. 


ID 


LIB24-038 


-Ql 


-El 


-C8 


Seq. 


No. 


178707 








Seq. 


ID 


LIB24-039 


-Ql 


-El 


-A5 


Seq. 


No. 


178708 








Seq. 


ID 


LIB24-039 


-Ql 


-El 


-B5 



24719 



# 



Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq . 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


wC^ * 


No . 


Seq. 


ID 


Seq. 


No . 


Seq. 


ID 




Kin 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No. 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No. 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



178709 

LXB24-039-Q1-E1-E4 

178710 

LIB24-039-Q1-E1-H8 
178711 

LIB24-041-Q1-E1-C5 
178712 

LIB24-041-Q1-E1-G12 

178713 

LIB24-044-Q1-E1-B1 
178714 

LIB24-044-Q1-E1-C11 
178715 

LIB24-044-Q1-E1-F10 

178716 

LIB24-045-Q1-E1-F7 
178717 

LIB24-046-Q1-E1-C5 
178718 

LIB24-046-Q1-E1-D12 
178719 

LIB24-046-Q1-E1-E2 
178720 

LIB24-047-Q1-E1-E1 
178721 

LIB24-047-Q1-E1-E10 
178722 

LIB24-050-Q1-E1-C9 
178723 

LIB24-050-Q1-E1-D5 
178724 

LIB24-050-Q1-E1-E11 

178725 

LIB24-050-Q1-E1-E8 
178726 

LIB24-050-Q1-E1-F10 
178727 

LIB24-051-Q1-E1-E1 



24720 



Seq . 


No . 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Sea. 


No. 


Seq. 


ID 


Seq . 


No. 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No. 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq . 


No . 


Seq. 


ID 


Seq . 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



178728 
LIB24-051- 

178729 
LIB24-053- 

178730 
LIB24-054- 

178731 
LIB24-058' 

178732 
LIB24-058' 

178733 
LIB24-058 

178734 
LIB24-058 

178735 
LIB24-061 

178736 
LIB24-061 

178737 
LIB24-061 

178738 
LIB24-062 

178739 
LIB24-062 

178740 
LIB24-063 

178741 
LIB24-063 

178742 
LIB24-063 

178743 
LIB24-063 

178744 
LIB24-064 

178745 
LIB24-065 

178746 
LIB24-065 



■Q1-E1-F4 

■Q1-E1-H5 

■Q1-E1-B5 

■Q1-E1-B3 

■Q1-E1-B5 

■Q1-E1-C8 

■Q1-E1-F5 

■Q1-E1-D8 

■Q1-E1-H4 

■Q1-E1-H5 

■Q1-E1-C11 

■Q1-E1-D12 

■Q1-E1-C6 

■Q1-E1-G6 

■Q1-E1-G7 

■Q1-E1-H1 

■Q1-E1-E8 

■Q1-E1-G1 

■Q1-E1-G5 

24721 



Seq. 


No. 


178747 








Seq. 


ID 


LIB24-069 


-Ql 


-El 


-B4 


Seq. 


No. 


178748 








Seq. 


ID 


LIB24-069 


-Ql 


-El 


-Hll 


Seq. 


No. 


178749 








Seq. 


ID 


LIB24-070 


-Ql 


-El 


-F12 


Seq. 


No. 


178750 








Seq. 


ID 


LIB24-071 


-Ql 


-El 


-D12 


Seq. 


No. 


178751 








Seq. 


ID 


LIB24-071 


-Ql 


-El 


-D4 


Seq. 


No. 


178752 








Seq. 


ID 


LIB24-072 


-Ql 


-El 


-A8 


Sea. 


No. 


178753 








Seq. 


ID 


LIB24-072 


-Ql 


-El 


-G12 


Seq. 


No. 


178754 








Seq. 


ID 


LIB24-072 


-Ql 


-El 


-G7 


Seq. 


No. 


178755 








Seq. 


ID 


LIB24-075 


-Ql 


-El 


-A10 


Seq. 


No. 


178756 








Seq. 


ID 


LIB24-076 


-Ql 


-El 


-E7 


Seq . 


No. 


178757 








Seq. 


ID 


LIB24-077 


-Ql 


-El 


-Bl 


Seq. 


No. 


178758 








Seq. 


ID 


LIB24-077 


-Ql 


-El 


-F12 


Seq. 


No. 


178759 








Seq. 


ID 


LIB24-079 


-Ql 


-El 


-B12 


Seq. 


No. 


178760 








Seq. 


ID 


LIB24-079 


-Ql 


-El 


-B8 


Seq. 


No. 


178761 








Seq. 


ID 


LIB24-081 


-Ql- 


-El 


-C5 


Seq. 


No . 


178762 








Seq. 


ID 


LIB24-082 


-Ql- 


-El- 


-B5 


Seq. 


No . 


178763 








Seq. 


ID 


LIB24-083 


-Ql- 


-El- 


-BIO 


Seq. 


No. 


178764 








Seq. 


ID 


LIB24-083- 


-Ql- 


-El- 


-E9 


Seq. 


No. 


178765 








Seq. 


ID 


LIB24-083- 


-Ql- 


-El- 


-Fll 



24722 



Seq. 


No. 


178766 








Seq. 


ID 


LIB24-084 


-Ql 


-El 


-C12 


Seq. 


No. 


178767 
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-El 


-E9 


Seq. 


No. 


178962 








Seq. 


ID 


LIB25-071 


-Ql 


-El 


-B9 


Seq. 


No. 


178963 








Seq. 


ID 


LIB25-071 


-Ql 


-El 


-Dll 


Seq. 


No. 


178964 








Seq. 


ID 


LIB25-071 


-Ql 


-El 


-H10 


Seq. 


No. 


178965 








Seq. 


ID 


LIB25-073 


-Ql 


-El 


-D3 


Seq. 


No. 


178966 








Seq. 


ID 


LIB25-073 


-Ql 


-El 


-D5 


Seq. 


No. 


178967 








Seq. 


ID 


LIB25-073 


-Ql 


-El 


-El 


Seq. 


No. 


178968 








Seq. 


ID 


LIB25-074 


-Ql 


-El 


-E6 


Seq. 


No. 


178969 








Seq. 


ID 


LIB25-075 


-Ql 


-El 


-D7 


Seq. 


No. 


178970 








Seq. 


ID 


LIB25-075 


-Ql 


-El 


-H7 


Seq. 


No. 


178971 








Seq. 


ID 


LIB25-076 


-Ql 


-El 


-Al 


Seq. 


No. 


178972 








Seq. 


ID 


LIB25-077 


-Ql 


-El- 


-Hll 


Seq. 


No. 


178973 








Seq. 


ID 


LIB25-078 


-Ql 


-El- 


-E6 


Seq. 


No. 


178974 








Seq. 


ID 


LIB25-078 


-Ql- 


-El- 


-H6 



24733 



Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Sea. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



178975 

LIB25-079-Q1-E1-F3 
178976 

LIB25-079-Q1-E1-H3 
178977 

LIB25-079-Q1-E1-H5 
178978 

LIB25-080-Q1-E1-E8 
178979 

LIB25-080-Q1-E1-G3 
178980 

LIB25-080-Q1-E1-G7 

178981 

LIB25-081-Q1-E1-A1 

178982 

LIB25-081-Q1-E1-A6 
178983 

LIB25-082-Q1-E1-C8 
178984 

LIB25-083-Q1-E1-D8 
178985 

LIB25-084-Q1-E1-A5 
178986 

LIB25-084-Q1-E1-D5 
178987 

LIB25-084-Q1-E1-F8 
178988 

LIB25-084-Q1-E1-H11 
178989 

LIB25-084-Q1-E1-H8 
178990 

LIB25-085-Q1-E1-A11 
178991 

LIB25-085-Q1-E1-C11 

178992 

LIB25-085-Q1-E1-D11 
178993 

LIB25--085-Q1-E1-G6 



24734 



Seq. 


No. 


178994 








Seq. 


ID 


LIB25-086- 


-Ql- 


-El- 


-A10 


Seq. 


No. 


178995 








Seq. 


ID 


LIB25-086- 


-Ql- 


-El- 


-E12 


Seq. 


No. 


178996 








Seq. 


ID 


LIB25-086- 


-Ql- 


-El- 


-E8 


Seq. 


No. 


178997 








Seq. 


ID 


LIB25-087- 


-Ql- 


-El- 


-C8 


Seq. 


No. 


178998 








Seq. 


ID 


LIB25-088 


-Ql- 


-El 


-E12 


Seq. 


No. 


178999 








Seq. 


ID 


LIB25-089 


-Ql- 


-El 


-Al 


Seq. 


No. 


179000 








Seq. 


ID 


LIB25-089 


-Ql 


-El 


-F10 


Seq. 


No. 


179001 








Seq. 


ID 


LIB25-090 


-Ql 


-El 


-B8 


Seq. 


No. 


179002 








Seq. 


ID 


LIB25-090 


-Ql 


-El 


-C10 


Sea. 


No. 


179003 








Seq. 


ID 


LIB25-090 


-Ql 


-El 


-H6 


Seq. 


No. 


179004 








Seq. 


ID 


LIB25-091 


-Ql 


-El 


-B9 


Seq. 


No. 


179005 








Seq. 


ID 


LIB25-092 


-Ql 


-El 


-A4 


Seq. 


No. 


179006 








Seq. 


ID 


LIB25-092 


-Ql 


-El 


-A5 


Seq. 


No. 


179007 








Seq. 


ID 


LIB25-092 


-Ql 


-El 


-B10 


Seq. 


No. 


179008 








Seq. 


ID 


LIB25-092 


-Ql 


-El 


-B3 


Sea. 


No. 


179009 








Seq. 


ID 


LIB25-092 


-Ql 


-El 


-CI 


Seq. 


No. 


179010 








Seq. 


ID 


LIB25-093 


-Ql 


-El 


-C12 


Seq. 


No. 


179011 








Seq. 


ID 


LIB25-093 


-Ql 


-El 


-E7 


Seq. 


No. 


179012 








Seq. 


ID 


LIB25-093 


-Ql 


-El 


-E8 



24735 



# 



Seq. 


No. 


179013 








Seq. 


ID 


LIB25-093 


-Ql 


-El 


-Fl 


Seq. 


No. 


179014 








Seq. 


ID 


LIB25-093 


-Ql 


-El 


-Gl 


Seq. 


No. 


179015 








Seq. 


ID 


LIB25-094 


-Ql 


-El 


-A5 


Seq. 


No. 


179016 








Seq. 


ID 


LIB25-094 


-Ql 


-El 


-B6 


Seq. 


No. 


179017 








Seq. 


ID 


LIB25-094 


-Ql 


-El 


-D4 


Seq. 


No. 


179018 








Seq. 


ID 


LIB25-095 


-Ql 


-El 


-A6 


Seq. 


No. 


179019 








Seq. 


ID 


LIB25-095 


-Ql 


-El 


-F9 


Seq. 


No. 


179020 








Seq. 


ID 


LIB25-095 


-Ql 


-El 


-G7 


Seq. 


No. 


179021 








Seq. 


ID 


LIB25-095 


-Ql 


-El 


-H6 


Seq. 


No. 


179022 








Seq. 


ID 


LIB25-098 


-Ql 


-El 


-D2 


Seq. 


No. 


179023 








Seq. 


ID 


LIB25-098 


-Ql 


-El 


-F5 


Seq. 


No. 


179024 








Seq. 


ID 


LIB25-099 


-Ql 


-El 


-B7 


Seq. 


No. 


179025 








Seq. 


ID 


LIB25-099 


-Ql 


-El 


-Gil 


Seq. 


No. 


179026 








Seq. 


ID 


LIB25-099 


-Ql 


-El 


-G3 


Seq. 


No. 


179027 








Seq. 


ID 


LIB25-099 


-Ql 


-El 


-G9 


Seq. 


No. 


179028 








Seq. 


ID 


LIB25-101 


-Ql 


-El 


-A5 


Seq. 


No. 


179029 








Seq. 


ID 


LIB25-101 


-Ql 


-El 


-B6 


Seq. 


No. 


179030 








Seq. 


ID 


LIB25-101 


-Ql 


-El 


-B7 


Seq. 


No. 


179031 








Seq. 


ID 


LIB25-101 


-Ql 


-El 


-D3 



24736 



o 



Seq- 


No. 


17 9032 








Seq. 


ID 


LIB25-101 


-Ql 


-El 


-G8 


Seq. 


No. 


179033 








Seq. 


ID 


LIB25-102 


-Ql 


-El 


-C2 


Seq. 


No. 


179034 








Seq. 


ID 


LIB25-104 


-Ql 


-El 


-G5 


Seq. 


No. 


179035 








Seq. 


ID 


LIB25-105 


-Ql 


-El 


-Fl 


Seq. 


No. 


179036 








Seq. 


ID 


LIB25-106 


-Ql 


-El 


-A7 


Seq. 


No. 


179037 








Seq. 


ID 


LIB25-107 


-Ql 


-El 


-D8 


Seq. 


No. 


179038 








Seq. 


ID 


LIB25-110 


-Ql 


-El 


-C6 


Seq. 


No. 


179039 








Seq. 


ID 


LIB25-110 


-Ql 


-El 


-D7 


Seq. 


No. 


179040 








Seq. 


ID 


LIB25-111 


-Ql 


-El 


-E3 


Seq. 


No. 


179041 








Seq. 


ID 


LIB25-111 


-Ql 


-El 


-H5 


Seq. 


No. 


179042 








Seq. 


ID 


LIB25-112 


-Ql 


-El 


-G3 


Seq. 


No. 


179043 








Seq. 


ID 


LIB25-113 


-Ql 


-El 


-D2 


Seq. 


No. 


179044 . 








Seq. 


ID 


LIB25-113 


-Ql 


-El 


-F9 


Seq. 


No. 


179045 








Seq. 


ID 


LIB25-114 


-Ql 


-El 


-Fl 


Seq. 


No. 


179046 








Seq. 


ID 


LIB25-115 


-Ql 


-El 


-C7 


Seq. 


No. 


179047 








Seq. 


ID 


LIB25-115 


-Ql 


-El 


-G2 


Seq. 


No. 


179048 








Seq. 


ID 


LIB25-117 


-Ql 


-El 


-Fll 


Seq. 


No. 


179049 








Seq. 


ID 


LIB3168-001- 


P1-] 


K1-D8 


Seq. 


No. 


179050 








Seq. 


ID 


LIB3168-002- 


P1-K1-A7 



24737 



Seq. No. 179051 

Seq. ID LIB3168-002-P1-K1-D10 

Seq. No. 179052 

Seq. ID LIB3168-002-P1-K1-D3 

Seq. No. 179053 

Seq. ID LIB3168-002-P1-K1-F10 

Seq. No. 179054 

Seq. ID LIB3168-004-P1-K1-A12 

Seq. No. 179055 

Seq. ID LIB3168-004-P1-K1-A3 

Seq. No. 179056 

Seq. ID LIB3168-004-P1-K1-A9 

Seq. No. 179057 

Seq. ID LIB3168-004-P1-K1-B9 

Seq. No. 179058 

Seq. ID LIB3168-004-P1-K1-C6 

Seq. No. 179059 

Seq. ID LIB3168-004-P1-K1-E1 

Seq. No. 179060 

Seq. ID LIB3168-004-P1-K1-F11 

Seq. No. 179061 

Seq. ID LIB3168-004-P1-K1-H7 

Seq. No. 179062 

Seq. ID LIB3168-005-P1-K1-A2 

Seq. No. 179063 

Seq. ID LIB3168-005-P1-K1-A4 

Seq. No. 179064 

Seq. ID LIB3168-005-P1-K1-C11 

Seq. No. 179065 

Seq. ID LIB3168-005-P1-K1-F4 

Seq. No. 179066 

Seq. ID LIB3168-005-P1-K1-H6 

Seq. No. 179067 

Seq. ID LIB3168-006-P1-K1-B6 

Seq. No. 179068 

Seq. ID LIB3168-006-P1-K1-G7 

Seq. No. 179069 

Seq. ID LIB3168-006-P1-K1-H3 



247 



Seq. No. 179070 

Seq. ID LIB3168-007-P1-K1-A6 

Seq. No. 179071 

Seq. ID LIB3168-007-P1-K1-C2 

Seq. No. 179072 

Seq. ID LIB3168-007-P1-K1-F12 

Seq. No. 179073 

Seq. ID LIB3168-007-P1-K1-H6 

Seq. No. 179074 

Seq. ID LIB3168-009-P1-K1-A2 

Seq. No. 179075 

Seq. ID LIB3168-009-P1-K1-B11 

Seq. No. 179076 

Seq. ID LIB3168-009-P1-K1-C6 

Seq. No. 179077 

Seq. ID LIB3168-010-P1-K1-B4 

Seq. No. 179078 

Seq. ID LIB3168-010-P1-K1-D10 

Seq. No. 179079 

Seq. ID LIB3168-010-P1-K1-H1 

Seq. No. 179080 

Seq. ID LIB3168-011-P1-K1-A11 

Seq. No. 179081 

Seq. ID LIB3168-011-P1-K1-A9 

Seq. No. 179082 

Seq. ID LIB3168-011-P1-K1-B12 

Seq. No. 179083 

Seq. ID LIB3168-011-P1-K1-E11 

Seq. No. 179084 

Seq. ID LIB3168-011-P1-K1-F12 

Seq. No. 179085 

Seq. ID LIB3168-011-P1-K1-F7 

Seq. No. 179086 

Seq. ID LIB3168-011-P1-K1-F9 

Seq. No. 179087 

Seq. ID LIB3168-011-P1-K1-G7 

Seq. No. 179088 

Seq. ID LIB3168-011-P1-K1-G8 



247 



Seq. No. 179089 

Seq. ID LIB3168-011-P1-K1-H12 

Seq. No. 179090 

Seq. ID LIB3168-012-P1-K1-B1 

Seq. No. 179091 

Seq. ID LIB3168-012-P1-K1-B9 

Seq. No. 179092 

Seq. ID LIB3168-012-P1-K1-C3 

Seq. No. 179093 

Seq. ID LIB3168-012-P1-K1-E1 

Seq. No. 179094 

Seq. ID LIB3168-012-P1-K1-G10 

Seq. No. 179095 

Seq. ID LIB3168-012-P1-K1-H9 

Seq. No. 179096 

Seq. ID LIB3168-013-P1-K1-B5 

Seq. No. 179097 

Seq. ID LIB3168-013-P1-K1-G8 

Seq. No. 179098 

Seq. ID LIB3168-013-P1-K1-H3 

Seq. No. 179099 

Seq. ID LIB3168-014-P1-K1-B12 

Seq. No. 179100 

Seq. ID LIB3168-014-P1-K1-B8 

Seq. No. 179101 

Seq. ID LIB3168-014-P1-K1-C4 

Seq. No. 179102 

Seq. ID LIB3168-014-P1-K1-C7 

Seq. No. 179103 

Seq. ID LIB3168-014-P1-K1-D4 

Seq. No. 179104 

Seq. ID LIB3168-014-P1-K1-E2 

Seq. No. 179105 

Seq. ID LIB3168-014-P1-K1-E7 

Seq. No. 179106 

Seq. ID LIB3168-014-P1-K1-F1 

Seq. No. 179107 

Seq. ID LIB3168-014-P1-K1-H6 



24740 



Seq. 
Seq. 


No. 

ID 


179108 
LIB3168- 


-015- 


-PI 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


179109 
LIB3168 


-015- 


-PI 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


179110 
LIB3168 


-015 


-PI 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


179111 
LIB3168 


-015 


-PI 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


179112 
LIB3168 


-015 


-PI 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


179113 
LIB3168 


-015 


-PI 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


179114 
LIB3168 


-016 


-PI 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


179115 
LIB3168 


-016 


-PI 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


179116 
LIB3168 


-016 


-PI 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


179117 
LIB3168 


-016 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 
ID 


179118 
LIB3168 


-016 


-PI 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


179119 
LIB3168 


-016 


-PI 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


179120 
LIB3168 


-016 


-PI 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


179121 
LIB3168 


-016 


-PI 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


179122 
LIB3168 


-016 


-PI 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


179123 
LIB3168 


-016 


-PI 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


179124 
LIB3168 


-017 


-PI 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


179125 
LIB3168 


-018 


-PI 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


179126 
LIB3168 


-018 


-PI 


-Kl 


-D12 



Seq. 


No. 

ID 


179127 
LIB3168 


-018 


-Pl 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


179128 
LIB3168 


-018 


-PI 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


179129 
LIB3168 


-019 


-PI 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


179130 
LIB3168 


-019 


-PI 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


179131 
LIB3168 


-019 


-PI 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


179132 
LIB3168 


-019 


-PI 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


179133 
LIB3168 


-019 


-PI 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


179134 
LIB3168 


-019 


-PI 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


179135 
LIB3168 


-019 


-PI 


-Kl 


-D7 


Seq. 
Seq. 


No. 
ID 


179136 
LIB3168 


-019 


-PI 


-Kl 


-D9 


Seq. 
Seq. 


No. 
ID 


179137 
LIB3168 


-019 


-PI 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


179138 
LIB3168 


-019 


-PI 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


179139 
LIB3168 


-019 


-PI 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


179140 
LIB3168 


-019 


-PI 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


179141 
LIB3168 


-020 


-PI 


-Kl- 


-A10 


Seq. 
Seq. 


No. 
ID 


179142 
LIB3168 


-020- 


-PI 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


179143 
LIB3168 


-020- 


-PI 


-Kl- 


-C12 


Seq. 
Seq. 


No. 
ID 


179144 
LIB3168- 


-020- 


-PI- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 
ID 


179145 
LIB3168- 


-020- 


-PI- 


-Kl- 


-C7 



24742 



Seq. No. 17.914 6 . 

Seq. ID LIB3168-021-P1-K1-A7 

Seq. No. 179147 

Seq. ID LIB3168-021-P1-K1-A9 

Seq. No. 179148 

Seq. ID LIB3168-021-P1-K1-D7 

Seq. No. 179149 

Seq. ID LIB3168-021-P1-K1-E7 

Seq. No. 179150 

Seq. ID LIB3168-021-P1-K1-F4 

Seq. No. 179151 

Seq. ID LIB3168-021-P1-K1-G3 

Seq. No. 179152 

Seq. ID LIB3168-021-P1-K1-G8 

Seq. No. 179153 

Seq. ID LIB3168-022-P1-K1-B10 

Seq. No. 179154 

Seq. ID LIB3168-022-P1-K1-B7 

Seq. No. 179155 

Seq. ID LIB3168-022-P1-K1-G12 

Seq. No. 179156 

Seq. ID LIB3168-022-P1-K1-H10 

Seq. No. 179157 

Seq. ID LIB3168-023-P1-K1-C10 

Seq. No. 179158 

Seq. ID LIB3168-023-P1-K1-F1 

Seq. No. 179159 

Seq. ID LIB3168-023-P1-K1-H5 

Seq. No. 179160 

Seq. ID LIB3168-024-P1-K1-B6 

Seq. No. 179161 

Seq. ID LIB3168-024-P1-K1-E8 

Seq. No. 179162 

Seq. ID LIB3168-024-P1-K1-F9 

Seq. No. 179163 

Seq. ID LIB3168-024-P1-K1-G11 

Seq. No. 179164 

Seq. ID LIB3168-025-P1-K1-A10 



24743 



Seq. 
Seq. 


No. 

ID 


179165 
LIB3168 


-025 


-PI 


-Kl 


-CIO 


Seq. 
Seq. 


No. 

ID 


179166 
LIB3168 


-025 


-PI 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


179167 
LIB3168 


-025 


-PI 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


179168 
LIB3168 


-025 


-PI 


-Kl 


-Ell 


Seq. 
Seq. 


No. 
ID 


179169 
LIB3168 


-026 


-PI 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


179170 
LIB3168 


-026 


-PI 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


179171 
LIB3168 


-027 


-PI 


-Kl 


-A8 


Seq. 
Seq. 


No. 
ID 


179172 
LIB3168 


-027 


-PI 


-Kl 


-Bll 


Seq. 
Seq. 


No. 
ID 


179173 
LIB3168 


-027 


-PI 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


179174 
LIB3168 


-027 


-PI 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


179175 
LIB3168 


-027 


-PI 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


179176 
LIB3168 


-027 


-PI 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


179177 
LIB3168 


-027 


-PI 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


179178 
LIB3168 


-027 


-PI 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


179179 
LIB3168 


-027 


-PI 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


179180 
LIB3168 


-027 


-PI 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


179181 
LIB3168 


-027 


-PI 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


179182 
LIB3168 


-028 


-PI 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


179183 
LIB3168 


-028 


-PI 


-Kl 


-B10 



24744 



II 



Seq. No. 

Seq. ID 

Seq ; No . 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179184 
LIB3168- 

179185 
LIB3168- 



028-P1-K1-B12 
028-P1-K1-B7 



179186 

LIB3168-028-P1-K1-C8 
179187 

LIB3168-028-P1-K1-D10 
179188 

LIB3168-028-P1-K1-E10 
179189 

LIB3168-028-P1-K1-E12 
179190 

LIB3168-028-P1-K1-E7 



179191 
LIB3168- 



■028-P1-K1-G8 



179192 

LIB3168-028-P1-K1-H8 



179193 
LIB3168- 

179194 
LIB3168- 

179195 
LIB3168- 



■029-P1-K1-A9 

■029-P1-K1-B11 

■029-P1-K1-B4 



179196 

LIB3168-029-P1-K1-B8 
179197 

LIB31 68-02 9-P1-K1-C1 
179198 

LIB3168-029-P1-K1-C10 
179199 

LIB3168-029-P1-K1-C11 



179200 
LIB3168- 



029-P1-K1-C7 



179201 

LIB3168-029-P1-K1-E11 
179202 

LIB3168-02 9-P1-K1-E4 



24745 



Seq. 
Seq. 


No. 

ID 


179203 
LIB3168 


-029 


-PI 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


179204 
LIB3168 


-029 


-PI 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


179205 
LIB3168 


-030 


-PI 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


179206 
LIB3168 


-030 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


179207 
LIB3168 


-030 


-PI 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


179208 
LIB3168 


-030 


-PI 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


179209 
LIB3168 


-030 


-PI 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


179210 
LIB3168 


-030 


-PI 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


179211 
LIB3168 


-030 


-PI 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


179212 
LIB3168 


-030 


-PI 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


179213 
LIB3168 


-030 


-PI 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


179214 
LIB3168 


-030 


-PI 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


179215 
LIB3168 


-031 


-PI 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


179216 
LIB3168 


-031 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


179217 
LIB3168 


-031 


-PI 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


179218 
LIB3168 


-031 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


179219 
LIB3168 


-032 


-PI 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


179220 
LIB3168 


-032 


-PI 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


179221 
LIB3168 


-032 


-PI 


-Kl 


-Bll 



24746 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179222 

LIB3168-032-P1-K1-B9 
179223 

LIB3168-032-P1-K1-C8 



179224 
LIB3168- 

179225 
LIB3168- 



•032-P1-K1-D11 



032-P1-K1-D12 



179226 

LIB3168-032-P1-K1-F3 
179227 

LIB3168-032-P1-K1-G10 
179228 

LIB3168-032-P1-K1-G11 
179229 

LIB3168-033-P1-K1-A11 
179230 

LIB3168-033-P1-K1-A12 
179231 

LIB3168-033-P1-K1-A6 



179232 
LIB3168- 

179233 
LIB3168- 

179234 
LIB3168- 

179235 
LIB3168- 



033-P1-K1-G10 

033- P1-K1-H6 

034- P1-K1-B10 
034-P1-K1-D8 



179236 

LIB3168-034-P1-K1-H3 



179237 
LIB3168- 

179238 
LIB3168- 



■035-P1-K1-C3 



■035-P1-K1-C5 



179239 

LIB3168-035-P1-K1-F6 
179240 

LIB3168-035-P1-K1-H8 



24747 



Seq. 
Seq. 


No. 

ID 


179241 
LIB3168 


-036 


-PI 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


179242 
LIB3168 


-036 


-PI 


-Kl 


-A7 


Seq. 
Seq. 


No. 
ID 


179243 
LIB3168 


-036 


-PI 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


179244 
LIB3168 


-036 


-PI 


-Kl 


-C7 


Seq. 
Seq. 


No. 
ID 


179245 
LIB3168 


-036 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


179246 
LIB3168 


-036 


-PI 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


179247 
LIB3168 


-036 


-PI 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


179248 
LIB3168 


-037 


-PI 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


179249 
LIB3168 


-037 


-PI 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


179250 
LIB3168 


-037 


-PI 


-Kl 


-F5 


Seq. 
Seq. 


No. 
ID 


179251 
LIB3168 


-040 


-PI 


-Kl 


-A10 


Seq. 
Seq. 


No. 
ID 


179252 
LIB3168 


-040 


-PI 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


179253 
LIB3168 


-040 


-PI 


-Kl 


-B12 


Seq. 
Seq. 


No. 
ID 


179254 
LIB3168 


-040 


-PI 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


179255 
LIB3168 


-041 


-PI 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


179256 
LIB3168 


-041 


-PI 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


179257 
LIB3168 


-041 


-PI 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


179258 
LIB3168 


-043 


-PI 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


179259 
LIB3168 


-043 


-PI 


-Kl- 


-C3 



24748 



Seq. 
Seq. 


No. 

ID 


179260 
LIB3168 


-043 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


179261 
LIB3168 


-043 


-PI 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


179262 
LIB3168 


-043 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


179263 
LIB3168 


-043 


-PI 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


179264 
LIB3168 


-043 


-PI 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


179265 
LIB3168 


-043 


-PI 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


179266 
LIB3168 


-044 


-PI 


-Kl 


-A10 


Seq. 
Seq. 


No. 
ID 


179267 
LIB3168 


-044 


-PI 


-Kl 


-Cll 


Seq. 
Seq. 


NO. 

ID 


179268 
LIB3168 


-044 


-PI 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


179269 
LIB3168 


-044 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


179270 
LIB3168 


-044 


-PI 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


179271 
LIB3168 


-044 


-PI 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


179272 
LIB3168 


-044 


-PI 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


179273 
LIB3168 


-044 


-PI 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


179274 
LIB3168 


-044 


-PI 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


179275 
LIB3168 


-044 


-PI 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


179276 
LIB3168 


-044 


-PI 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


179277 
LIB3168 


-044 


-PI 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


179278 
LIB3168 


-044 


-PI 


-Kl 


-G7 



24749 



Seq. 
Seq. 


No. 

ID 


179279 
LIB3168 


-044 


-PI 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


179280 
LIB3168 


-045 


-PI 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


179281 
LIB3168 


-045 


-PI 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


179282 
LIB3168 


-045 


-PI 


-Kl 


-F7 


Seq. 
Seq. 


No. 
ID 


179283 
LIB3168 


-045 


-PI 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


179284 
LIB3168 


-045 


-PI 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


179285 
LIB3168 


-045 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


179286 
LIB3168 


-045 


-PI 


-Kl 


-H10 


Seq. 
Seq. 


No. 
ID 


179287 
LIB3168 


-046 


-PI 


-Kl 


-Fll 


Seq. 
Seq. 


No. 
ID 


179288 
LIB3168 


-046 


-PI 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


179289 
LIB3168 


-046 


-PI 


-Kl 


-H10 


Seq. 
Seq. 


No. 
ID 


179290 
LIB3168 


-047 


-PI 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


179291 
LIB3168 


-047 


-PI 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


179292 
LIB3168 


-047 


-PI 


-Kl 


-Dl 


Seq. 
Seq. 


No. 
ID 


179293 
LIB3168 


-047 


-PI 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


179294 
LIB3168 


-047 


-PI 


-Kl 


-E3 


Seq. 
Seq. 


No. 
ID 


179295 
LIB3168 


-047 


-PI 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


179296 
LIB3168 


-048 


-PI 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


179297 
LIB3168 


-048 


-PI 


-Kl 


-A9 



24750 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



179298 
LIB3168- 



048-P1-K1-B10 



179299 

LIB3168-048-P1-K1-B11 

179300 

LIB3168-048-P1-K1-B7 



179301 
LIB3168- 



■048-P1-K1-B9 



179302 

LIB3168-048-P1-K1-C10 
179303 

LIB3168-048-P1-K1-C7 
179304 

LIB3168-04 8-P1-K1-D11 



179305 
LIB3168- 

179306 
LIB3168- 

179307 
LIB3168- 

179308 
LIB3168- 



■048-P1-K1-D12 
048-P1-K1-E3 
■048-P1-K1-F10 
■048-P1-K1-F11 



179309 

LIB3168-048-P1-K1-F3 



179310 
LIB3168- 

179311 
LIB3168- 



048-P1-K1-F6 



048-P1-K1-F7 



179312 

LIB3168-048-P1-K1-G11 
179313 

LIB3168-048-P1-K1-G3 
179314 

LIB3168-048-P1-K1-G9 



179315 
LIB3168- 



048-P1-K1-H4 



179316 

LIB3168-050-P1-K1-B9 



24751 



Seq. No. 179317 

Seq. ID' LIB3168-050-P1-K1-C1 

Seq. No. 179318 

Seq. ID LIB3168-050-P1-K1-C3 

Seq. No. 179319 

Seq. ID LIB3168-050-P1-K1-H8 

Seq. No. 179320 

Seq. ID LIB3168-051-P1-K1-A6 

Seq. No. 179321 

Seq. ID LIB3168-051-P1-K1-B3 

Seq. No. 179322 

Seq. ID LIB3168-051-P1-K1-B6 

Seq. No. 179323 

Seq. ID LIB3168-051-P1-K1-F4 

Seq. No. 179324 

Seq. ID LIB3168-051-P1-K1-H4 

Seq. No. 179325 

Seq. ID LIB3168-052-P1-K1-A12 

Seq. No. 179326 

Seq. ID LIB3168-052-P1-K1-A6 

Seq. No. 179327 

Seq. ID LIB3168-052-P1-K1-B9 

Seq. No. 179328 

Seq. ID LIB3168-052-P1-K1-C9 

Seq. No. 179329 

Seq. ID LIB3168-052-P1-K1-E2 

Seq. No. 179330 

Seq. ID LIB3168-052-P1-K1-G10 

Seq. No. 179331 

Seq. ID LIB3168-052-P1-K1-H10 

Seq. No. 179332 

Seq. ID LIB3168-053-P1-K1-A1 

Seq. No. 179333 

Seq. ID LIB3168-053-P1-K1-B12 

Seq. No. 179334 

Seq. ID LIB3168-053-P1-K1-D11 

Seq. No. 179335 

Seq. ID LIB3168-053-P1-K1-E7 



24752 



Seq. No. 179336 

Seq. ID LIB3168-053-P1-K1-F10 

Seq. No. 179337 

Seq. ID LIB3168-053-P1-K1-G12 

Seq. No. 179338 

Seq. ID LIB3168-053-P1-K1-H8 

Seq. No. 179339 

Seq. ID LIB3168-054-P1-K1-A10 

Seq. No. 179340 

Seq. ID LIB3168-054-P1-K1-B3 

Seq. No. 179341 

Seq. ID LIB3168-054-P1-K1-D1 

Seq. No. , 179342 

Seq. ID LIB3168-054-P1-K1-F2 

Seq. No. 179343 

Seq. ID LIB3168-054-P1-K1-H5 

Seq. No. 179344 

Seq. ID LIB3168-055-P1-K1-C1 

Seq. No. 179345 

Seq. ID LIB3168-055-P1-K1-C10 

Seq. No. 179346 

Seq. ID LIB3168-055-P1-K1-D12 

Seq. No. 179347 

Seq. ID LIB3168-055-P1-K1-D6 

Seq. No. 179348 

Seq. ID LIB3168-055-P1-K1-F12 

Seq. No. 179349 

Seq. ID LIB3168-055-P1-K1-F2 

Seq. No. 179350 

Seq. ID LIB3168-055-P1-K1-G1 

Seq. No. 179351 

Seq. ID LIB3168-055-P1-K1-H6 

Seq. No. 179352 

Seq. ID LIB3168-055-P1-K1-H8 

Seq. No. 179353 

Seq. ID LIB3168-056-P1-K1-A4 

Seq. No. 179354 

Seq. ID LIB3168-056-P1-K1-A9 



24753 



Seq. 
Seq. 


No. 

ID 


179355 
LIB3168 


-056 


-PI 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


179356 
LIB3168 


-056 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 
ID 


179357 
LIB3168 


-056 


-PI 


-Kl 


-El 


Seq. 
Seq. 


No. 
ID 


179358 
LIB3168 


-056 


-PI 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


179359 
LIB3168 


-057 


-PI 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


179360 
LIB3168 


-057 


-PI 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


179361 
LIB3168 


-057 


-PI 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


179362 
LIB3168 


-057 


-PI 


-Kl 


-Gil 


Seq. 
Seq. 


No. 
ID 


179363 
LIB3168 


-057 


-PI 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


179364 
LIB3168 


-057 


-PI 


-Kl 


-H5 


Seq. 
Seq. 


No. 
ID 


179365 
LIB3168 


-058 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 
ID 


179366 
LIB3168 


-059 


-PI 


-Kl 


-Al 


Seq. 
Seq. 


No. 
ID 


179367 
LIB3168 


-059 


-PI 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


179368 
LIB3168 


-059 


-PI 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


179369 
LIB3168 


-059 


-PI 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


179370 
LIB3168 


-059 


-PI 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


179371 
LIB3168 


-059 


-PI 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


179372 
LIB3168 


-059 


-PI 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


179373 
LIB3168 


-059 


-PI 


-Kl- 


-H3 



24754 



Seq. No. 179374 

Seq. ID LIB3168-059-P1-K1-H5 

Seq, No. 179375 

Seq. ID LIB3168-059-P1-K1-H6 

Seq. No. 179376 

Seq. ID LIB3168-060-P1-K1-C3 

Seq. No. 179377 

Seq. ID LIB3168-060-P1-K1-H6 

Seq. No. 179378 

Seq. ID LIB3168-061-P1-K1-B10 

Seq. No. 179379 

Seq. ID LIB3168-061-P1-K1-E10 

Seq. No. 179380 

Seq. ID LIB3168-061-P1-K1-E4 

Seq. No. 179381 

Seq. ID LIB3168-061-P1-K1-E6 

Seq. No. 179382 

Seq. ID LIB3168-062-P1-K1-A7 

Seq. No. 179383 

Seq. ID LIB3168-062-P1-K1-B9 

Seq. No. 179384 

Seq. ID LIB3168-062-P1-K1-C11 

Seq. No. 179385 

Seq. ID LIB3168-062-P1-K1-C3 

Seq. No. 179386 

Seq. ID LIB3168-062-P1-K1-C8 

Seq. No. 179387 

Seq. ID LIB3168-062-P1-K1-E3 

Seq. No. 179388 

Seq. ID LIB3168-062-P1-K1-G2 

Seq. No. 179389 

Seq. ID LIB3168-062-P1-K1-H2 

Seq. No. 179390 

Seq. ID LIB3168-064-P1-K1-A8 

Seq. No. 1793,91 

Seq. ID LIB3168-064-P1-K1-D6 

Seq. No. 179392 

Seq. ID LIB3168-064-P1-K1-F1 



24755 



Seq. No, 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179393 

LIB3168-064-P1-K1-F4 
179394 

LIB3168-064-P1-K1-F7 
179395 

LIB3168-064-P1-K1-G3 
179396 

LIB3168-064-P1-K1-G4 
179397 

LIB3168-064-P1-K1-H10 



179398 
LIB3168- 



064-P1-K1-H9 



179399 

LIB3168-065-P1-K1-E9 
179400 

LIB3168-066-P1-K1-H9 
179401 

LIB3168-067-P1-K1-A7 



179402 
LIB3168- 

179403 
LIB3168- 

179404 
LIB3168- 

179405 
LIB3168- 



■067-P1-K1-C4 



067-P1-K1-D2 



067-P1-K1-E10 



067-P1-K1-E5 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179406 

LIB3168-067-P1-K1-E9 



179407 
LIB3168- 



067-P1-K1-G10 



179408 

LIB3168-067-P1-K1-G8 
179409 

LIB3168-067-P1-K1-G9 



179410 
LIB3168- 

179411 
LIB3168- 



067-P1-K1-H8 



068-P1-K1-A12 



24756 



Seq. No. 179412 

Seq. ID LIB3168-068-P1-K1-C9 

Seq. No. 179413 

Seq. ID LIB3168-069-P1-K1-A4 

Seq. No. 179414 

Seq. ID LIB3168-069-P1-K1-B7 

Seq. No. 179415 

Seq. ID LIB3168-069-P1-K1-B8 

Seq. No. 179416 

Seq. ID LIB3168-069-P1-K1-D3 

Seq. No. 179417 

Seq. ID LIB3168-069-P1-K1-E4 

Seq. No. 179418 

Seq. ID LIB3168-069-P1-K1-F8 

Seq. No. 179419 

Seq. ID LIB3168-069-P1-K1-G8 

Seq. No. 179420 

Seq. ID LIB3168-069-P1-K1-G9 

Seq. No. 179421 

Seq. ID LIB3168-069-P1-K1-H5 

Seq. No. 179422 

Seq. ID LIB3168-070-P1-K1-B1 

Seq. No. 179423 

Seq. ID LIB3168-070-P1-K1-D3 

Seq. No. 179424 

Seq. ID LIB3168-070-P1-K1-E6 

Seq. No. 179425 

Seq. ID LIB3168-070-P1-K1-F1 

Seq. No. 179426 

Seq. ID LIB3168-070-P1-K1-F11 

Seq. No. 179427 

Seq. ID LIB3168-070-P1-K1-G7 

Seq. No. 179428 

Seq. ID LIB3168-070-P1-K1-G8 

Seq. No. 179429 

Seq. ID LIB3168-070-P1-K1-H10 

Seq. No. 179430 

Seq. ID LIB3168-071-P1-K1-B9 



24757 



o 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179431 

LIB3168-071-P1-K1-C9 
179432 

LIB3168-071-P1-K1-F7 
179433 

LIB3168-071-P1-K1-G3 



179434 
LIB3168- 

179435 
LIB3168- 



■071-P1-K1-H11 
■071-P1-K1-H7 



179436 

LIB3168-072-P1-K1-A10 
179437 

LIB3168-072-P1-K1-A11 
179438 

LIB3168-072-P1-K1-A4 



179439 
LIB316* 



:-072-Pl-Kl-A5 



179440 

LIB3168-072-P1-K1-B2 
179441 

LIB3168-072-P1-K1-E1 
179442 

LIB3168-072-P1-K1-G1 



179443 
LIB3168- 



072-P1-K1-G8 



179444 

LIB3168-072-P1-K1-H6 
179445 

LIB3168-073-P1-K1-A10 



179446 
LIB3168- 



073-P1-K1-A12 



179447 

LIB3168-073-P1-K1-B2 



179448 
LIB3168- 

179449 
LIB3168- 



073- P1-K1-G11 

074- P1-K1-B12 



24758 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



179450 
LIB3168- 

179451 
LIB3168- 

179452 
LIB3168- 



074-P1-K1-C1 



074-P1-K1-C7 



■074-P1-K1-G5 



179453 

LIB3168-075-P1-K1-A11 



179454 
LIB3168- 

179455 
LIB3168- 

179456 
LIB3168- 

179457 
LIB3168- 

179458 
LIB3168- 

179459 
LIB3168- 



•075-P1-K1-B9 

■075-P1-K1-C3 

075-P1-K1-C4 

■075-P1-K1-D10 

075-P1-K1-D2 

075-P1-K1-F8 



179460 

LIB3168-075-P1-K1-H11 
179461 

LIB3168-075-P1-K1-H2 
179462 

LIB3168-076-P1-K1-A6 



179463 
LIB3168- 

179464 
LIB3168- 

179465 
LIB3168- 

179466 
LIB3168- 

179467 
LIB3168- 

179468 
LIB3168- 



■076-P1-K1-C2 

■077-P1-K1-A8 

■077-P1-K1-G6 

■077-P1-K1-H3 

078-P1-K1-A10 

078-P1-K1-D10 



24759 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179469 

LIB3168-078-P1-K1-E10 



179470 
LIB3168- 



078-P1-K1-G9 



179471 

LIB3168-07 9-P1-K1-A3 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179472 
LIB316S 



-079-P1-K1-A5 



179473 

LIB3168-07 9-P1-K1-B9 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179474 

LIB3168-07 9-P1-K1-F11 
179475 

LIB3168-07 9-P1-K1-G10 
179476 

LIB3168-07 9-P1-K1-G5 



179477 
LIB3168- 



079-P1-K1-H9 



179478 

LIB3168-080-P1-K1-A7 



179479 
LIB3168- 



080-P1-K1-A9 



179480 

LIB3168-080-P1-K1-B3 



179481 
LIB3168- 



080-P1-K1-D3 



179482 

LIB3168-080-P1-K1-D6 



179483 
LIB3168- 

179484 
LIB3168- 



080-P1-K1-E3 



■080-P1-K1-E9 



179485 

LIB3168-080-P1-K1-F11 
179486 

LIB3168-082-P1-K1-A11 
179487 

LIB3168-082-P1-K1-C10 



24760 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179488 
LIB3168- 

179489 
LIB3168- 



082-P1-K1-F6 



082-P1-K1-F9 



179490 

LIB3168-083-P1-K1-B12 
179491 

LIB3168-083-P1-K1-B5 
179492 

LIB3168-083-P1-K1-B6 
179493 

LIB3168-083-P1-K1-B8 
179494 

LIB3168-083-P1-K1-C4 



179495 
LIB316S 

179496 
LIB3168- 

179497 
LIB3168- 



I-083-P1-K1-C7 



083-P1-K1-E3 



083-P1-K1-F8 



179498 

LIB3168-083-P1-K1-G4 
179499 

LIB3168-083-P1-K1-H11 

179500 

LIB31 68-08 3-P1-K1-H6 



179501 
LIB316E 



-084-P1-K1-E2 



179502 

LIB3168-084-P1-K1-F8 



179503 
LIB316S 

179504 
LIB3168- 

179505 
LIB3168- 

179506 
LIB3168- 



-084-P1-K1-H7 



■084-P1-K1-H8 



■086-P1-K1-B12 



■086-P1-K1-C10 



24761 



Seq. No. 179507 

Seq. ID LIB3168-086-P1-K1-C5 

Seq. No. 179508 

Seq. ID LIB3168-086-P1-K1-C7 

Seq. No. 179509 

Seq. ID LIB3168-086-P1-K1-D10 

Seq. No. 179510 

Seq. ID LIB3168-086-P1-K1-D4 

Seq. No. 179511 

Seq. ID LIB3168-086-P1-K1-D7 

Seq. No. 179512 

Seq. ID LIB3168-086-P1-K1-F2 

Seq. No. 179513 

Seq. ID LIB3168-086-P1-K1-G10 

Seq. No. 179514 

Seq. ID LIB3168-086-P1-K1-H9 

Seq. No. 179515 

Seq. ID LIB3168-087-P1-K1-B6 

Seq. No. 179516 

Seq. ID LIB3168-087-P1-K1-E6 

Seq. No. 179517 

Seq. ID LIB3168-087-P1-K1-G1 

Seq. No. 179518 

Seq. ID LIB3168-087-P1-K1-G11 

Seq. No. 179519 

Seq. ID LIB3168-087-P1-K1-H11 

Seq. No. 179520 

Seq. ID LIB3168-087-P1-K1-H7 

Seq. No. 179521 

Seq. ID LIB3168-088-P1-K1-C9 

Seq. No. 179522 

Seq. ID LIB3168-088-P1-K1-E2 

Seq. No. 179523 

Seq. ID LIB3168-088-P1-K1-G8 

Seq. No. 179524 

Seq. ID LIB3168-088-P1-K1-H7 

Seq. No. 179525 

Seq. ID LIB3168-088-P1-K1-H9 



247 



Seq. 
Seq. 


No. 
ID 


179526 
LIB3168 


-089 


-Pl 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


179527 
LIB3168 


-089 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 
ID 


179528 
LIB3168 


-089 


-PI 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


179529 
LIB3168 


-089 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


179530 
LIB3168 


-089 


-PI 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


179531 
LIB3168 


-089 


-PI 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


179532 
LIB3168 


-089 


-PI 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


179533 
LIB3168 


-089 


-PI 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


179534 
LIB3168 


-089 


-PI 


-Kl- 


-G9 


Seq. 
Seq. 


No. 
ID 


179535 
LIB3168 


-089- 


-PI 


-Kl- 


-HI 


Seq. 
Seq. 


No. 
ID 


179536 
LIB3168 


-090- 


-PI 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


179537 
LIB3168 


-090- 


-PI 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


179538 
LIB3168 


-090- 


-PI 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


179539 
LIB3168- 


-090- 


-PI- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


179540 
LIB3168- 


-090- 


-PI- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


179541 
LIB3168- 


-090- 


-PI- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


179542 
LIB3168- 


-090- 


-PI- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


179543 
LIB3168- 


-090- 


-Pl- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


179544 
LIB3168- 


-090- 


-Pl- 


-Kl- 


-E10 



24763 



• 



Seq. 
Seq. 


No. 

ID 


179545 
LIB3168 


-090 


-PI 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


179546 
LIB3168 


-090 


-PI 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


179547 
LIB3168 


-090 


-PI 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


179548 
LIB3168 


-090 


-PI 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


179549 
LIB3168 


-090 


-PI 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


179550 
LIB3168 


-090 


-PI 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


179551 
LIB3168 


-090 


-PI 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


179552 
LIB3168 


-090 


-PI 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


179553 
LIB3168 


-091 


-PI 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


179554 
LIB3168 


-091 


-PI 


-Kl 


-A8 


Seq. 
Seq. 


No. 
ID 


179555 
LIB3168 


-091 


-PI 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


179556 
LIB3168 


-091 


-PI 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


179557 
LIB3168 


-091 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


179558 
LIB3168 


-091 


-PI 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


179559 
LIB3168 


-093 


-PI 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


179560 
LIB3168 


-093 


-PI 


-Kl 


-C12 


Seq. 
Seq. 


No. 
ID 


179561 
LIB3168 


-093 


-PI- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


179562 
LIB3168- 


-093- 


-PI- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


179563 
LIB3168- 


-093- 


-PI- 


-Kl- 


-D7 



24764 



Seq. No. 179564 

Seq. ID LIB3168-093-P1-K1-E10 

Seq. No. 179565 

Seq. ID LIB3168-094-P1-K1-A9 

Seq. No. 179566 

Seq. ID LIB3168-094-P1-K1-B1 

Seq. No. 179567 

Seq. ID LIB3168-094-P1-K1-B9 

Seq. No. 179568 

Seq. ID LIB3168-094-P1-K1-C2 

Seq. No. 179569 

Seq. ID LIB3168-094-P1-K1-D1 

Seq. No. 179570 

Seq. ID LIB3168-094-P1-K1-E3 

Seq. No. 179571 

Seq. ID LIB3168-094-P1-K1-F11 

Seq. No. ' 179572 

Seq. ID LIB3168-094-P1-K1-F2 

Seq. No. 179573 

Seq. ID LIB3168-094-P1-K1-F3 

Seq. No. 179574 

Seq. ID LIB3168-095-P1-K1-A4 

Seq. No. 179575 

Seq. ID LIB3168-095-P1-K1-C1 

Seq. No. 179576 

Seq. ID LIB3168-095-P1-K1-D4 

Seq. No. 179577 

Seq. ID LIB3168-095-P1-K1-E7 

Seq. No. 179578 

Seq. ID LIB3168-095-P1-K1-F5 

Seq. No. 179579 

Seq. ID LIB3168-095-P1-K1-H3 

Seq. No. 179580 

Seq. ID LIB3168-096-P1-K1-B12 

Seq. No. 179581 

Seq. ID LIB3168-096-P1-K1-D4 

Seq. No. 179582 

Seq. ID LIB3168-096-P1-K1-E11 



247 



CI 



Seq. 
Seq. 


No. 

ID 


179583 
LIB3168 


-098 


-Pl 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


179584 
LIB3168 


-098 


-PI 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


179585 
LIB3168 


-098 


-PI 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


179586 
LIB3168 


-098 


-PI 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


179587 
LIB3168 


-098 


-PI 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


179588 
LIB3168 


-098 


-PI 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


179589 
LIB3168 


-098 


-PI 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


179590 
LIB3168 


-098 


-PI 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


179591 
LIB3168 


-098 


-PI 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


179592 
LIB3168 


-098 


-PI 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


179593 
LIB3168 


-099 


-PI 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


179594 
LIB3168 


-099 


-PI 


-Kl 


-D9 


Seq. 
Seq. 


No. 
ID 


179595 
LIB3168- 


-099 


-PI 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


179596 
LIB3168- 


-099 


-PI- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


179597 
LIB3168- 


-099 


-PI- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 
ID 


179598 
LIB3168- 


-100 


-PI- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


179599 
LIB3168- 


-100- 


-Pl- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


179600 
LIB3168- 


-100- 


-Pl- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


179601 
LIB3168- 


-100- 


-Pl- 


-Kl- 


-Hll 



24766 



Seq. 
Seq. 


No. 

ID 


179602 
LIB3175 


-001 


-Ql 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


179603 
LIB3175 


-001 


-Ql 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


179604 
LIB3175 


-001 


-Ql 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


179605 
LIB3175 


-001 


-Ql 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


179606 
LIB3175 


-002 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


179607 
LIB3175 


-002 


-Ql 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


179608 
LIB3175 


-002 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


179609 
LIB3175 


-002 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


179610 
LIB3175 


-002 


-Ql 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


179611 
LIB3175 


-002 


-Ql 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


179612 
LIB3175 


-002 


-Ql 


-Kl 


-El 


Seq. 
Seq. 


No. 
ID 


179613 
LIB3175 


-002 


-Ql 


-Kl 


-Ell 


Seq. 
Seq. 


No. 
ID 


179614 
LIB3175 


-002 


-Ql 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


179615 
LIB3175 


-002 


-Ql 


-Kl 


-G3 


Seq. 
Seq. 


No. 
ID 


179616 
LIB3175 


-002 


-Ql 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


179617 
LIB3175 


-002 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 
ID 


179618 
LIB3175 


-002 


-Ql 


-Kl 


-H4 


Seq. 
Seq. 


No. 
ID 


179619 
LIB3175 


-002 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


179620' 
LIB3175 


-003 


-PI 


-Kl 


-Al 



24767 



# 



Seq. No. 
Seq. ID 



179621 

LIB3175-003-P1-K1-A7 



Seq. No. 
Seq. ID 



179622 

LIB3175-003-P1-K1-C12 



Seq. No. 
Seq. ID 



179623 
LIB3175- 



003-P1-K1-E12 



Seq. No. 
Seq. ID 



179624 
LIB3175- 



003-P1-K1-G3 



Seq. No. 
Seq. ID 



179625 

LIB3175-003-P1-K1-G4 



Seq. No. 
Seq. ID 



179626 

LIB3175-003-P1-K1-H4 



Seq. No. 
Seq. ID 



179627 

LIB3175-003-P1-K1-H5 



Seq. No. 
Seq. ID 



179628 

LIB3175-004-P1-K1-A4 



Seq. No. 
Seq. ID 



179629 
LIB3175- 



004-P1-K1-A7 



Seq. No. 
Seq. ID 



179630 
LIB3175- 



004-P1-K1-B1 



Seq. No. 
Seq. ID 



179631 
LIB3175- 



004-P1-K1-B5 



Seq. No. 
Seq. ID 



179632 
LIB3175- 



004-P1-K1-D6 



Seq. No. 
Seq. ID 



179633 

LIB3175-004-P1-K1-E10 



Seq. No. 
Seq. ID 



179634 

LIB3175-004-P1-K1-E9 



Seq. No. 
Seq. ID 



179635 

LIB3175-004-P1-K1-F2 



Seq. No. 
Seq. ID 



179636 
LIB3175- 



004-P1-K1-F5 



Seq. No. 
Seq. ID 



179637 

LIB3175-004-P1-K1-H5 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179638 

LIB3175-005-P1-K1-A10 
179639 

LIB3175-005-P1-K1-B1 



24768 



Seq. No. 179640 

Seq. ID LIB3175-005-P1-K1-C4 

Seq. No. 179641 

Seq. ID LIB3175-005-P1-K1-C8 

Seq. No. 179642 

Seq. ID LIB3175-005-P1-K1-D11 

Seq. No. 179643 

Seq. ID LIB3175-005-P1-K1-G4 

Seq. No. 179644 

Seq. ID LIB3175-006-P1-K1-A4 

Seq. No. 179645 

Seq. ID LIB3175-006-P1-K1-B3 

Seq. No. 179646 

Seq. ID LIB3175-006-P1-K1-C5 

Seq. No. 179647 

Seq. ID LIB3175-006-P1-K1-C8 

Seq. No. 179648 

Seq. ID LIB3175-006-P1-K1-D7 

Seq. No. 179649 

Seq. ID LIB3175-006-P1-K1-E9 

Seq. No. 179650 

Seq. ID LIB3175-006-P1-K1-F12 

Seq. No. 179651 

Seq. ID LIB3175-006-P1-K1-G2 

Seq. No. 179652 

Seq. ID LIB3175-006-P1-K1-H2 

Seq. No. 179653 

Seq. ID LIB3175-006-P1-K1-H6 

Seq. No. 179654 

Seq. ID LIB3175-006-P1-K1-H8 

Seq. No. 179655 

Seq. ID LIB3175-007-P1-K1-A6 

Seq. No. 179656 

Seq. ID LIB3175-007-P1-K1-B2 

Seq. No. 179657 

Seq. ID LIB3175-007-P1-K1-C10 

Seq. No. 179658 

Seq. ID LIB3175-007-P1-K1-C12 



247 



© 



Seq. 
Seq. 


No. 

ID 


179659 
LIB3175 


-007 


-PI 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


179660 
LIB3175 


-007 


-PI 


-Kl 


-Fll 


Seq. 
Seq. 


No. 
ID 


179661 
LIB3175 


-007 


-PI 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


179662 
LIB3175 


-007 


-PI 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


179663 
LIB3175 


-009 


-PI 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


179664 
LIB3175 


-009 


-PI 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


179665 
LIB3175 


-009 


-PI 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


179666 
LIB3175 


-009 


-PI 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


179667 
LIB3175 


-009 


-PI 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


179668 
LIB3175 


-009 


-PI 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


179669 
LIB3175 


-009 


-PI 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


179670 
LIB3175 


-009 


-PI 


-Kl 


-C5 


Seq. 
Seq. 


No. 
ID 


179671 
LIB3175 


-009 


-PI 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


179672 
LIB3175 


-009 


-PI 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


179673 
LIB3175 


-009 


-PI 


-Kl 


-E10 


Seq. 
Seq. 


No. 
ID 


179674 
LIB3175 


-009 


-PI 


-Kl 


-E4 


Seq. 
Seq. 


No. 
ID 


179675 
LIB3175 


-009 


-PI 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


179676 
LIB3175 


-009 


-PI 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


179677 
LIB3175 


-009 


-PI 


-Kl 


-H5 



24770 



Seq. No. 179678 

Seq. ID LIB3175-009-P1-K1-H7 

Seq. No. 179679 

Seq. ID LIB3175-015-P1-K1-A1 

Seq. No. 179680 

Seq. ID LIB3175-015-P1-K1-A2 

Seq. No. 179681 

Seq. ID LIB3175-015-P1-K1-A4 

Seq. No. 179682 

Seq. ID LIB3175-015-P1-K1-B3 

Seq. No. 179683 

Seq. ID LIB3175-015-P1-K1-C8 

Seq. No. 179684 

Seq. ID LIB3175-015-P1-K1-D4 

Seq. No. 179685 

Seq. ID LIB3175-015-P1-K1-E2 

Seq. No. 179686 

Seq. ID LIB3175-015-P1-K1-F5 

Seq. No. 179687 

Seq. ID LIB3175-015-P1-K1-G4 

Seq. No. 179688 

Seq. ID LIB3175-015-P1-K1-H10 

Seq. No. 179689 

Seq. ID LIB3175-016-P1-K1-A2 

Seq. No. 179690 

Seq. ID LIB3175-016-P1-K1-A3 

Seq. No. 179691 

Seq. ID LIB3175-016-P1-K1-A9 

Seq. No. 179692 

Seq. ID LIB3175-016-P1-K1-E11 

Seq. No. 179693 

Seq. ID LIB3175-016-P1-K1-E3 

Seq. No. 179694 

Seq. ID LIB3175-016-P1-K1-H1 

Seq. No. 179695 

Seq. ID LIB3175-017-P1-K1-C8 

Seq. No. 179696 

Seq. ID LIB3175-017-P1-K1-D11 



247 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179697 

LIB3175-017-P1-K1-G6 



179698 
LIB3175- 



017-P1-K1-H10 



179699 

LIB3175-017-P1-K1-H11 
179700 

LIB3175-017-P1-K1-H12 



179701 
LIB3175- 

179702 
LIB3175- 



■017-P1-K1-H4 



■018-P1-K1-E10 



179703 

LIB3175-018-P1-K1-E11 
179704 

LIB3175-018-P1-K1-F12 



179705 
LIB3175- 

179706 
LIB3175- 



019-P1-K1-A1 



■019-P1-K1-B6 



179707 

LIB3175-019-P1-K1-C2 



179708 
LIB3175- 

179709 
LIB3175- 



■019-P1-K1-G7 



019-P1-K1-G8 



179710 

LIB3175-019-P1-K1-H6 
179711 

LIB3175-020-P1-K1-B11 
179712 

LIB3175-020-P1-K1-B2 



179713 
LIB3175- 

179714 
LIB3175- 

179715 
LIB3175- 



020-P1-K1-B3 
020-P1-K1-E6 
020-P1-K1-F5 



24772 



Seq. 
Seq. 


No. 

ID 


179716 
LIB3175 


-020 


-Pl 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


179717 
LIB3175 


-021 


-PI 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


179718 
LIB3175 


-021 


-PI 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


179719 
LIB3175 


-021 


-PI 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


179720 
LIB3175 


-021 


-PI 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


179721 
LIB3175 


-022 


-PI 


-Kl 


-A7 


Seq. 
Seq. 


No. 
ID 


179722 
LIB3175 


-022 


-PI 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


179723 
LIB3175 


-022 


-PI 


-Kl 


-Bl 


Seq. 
Seq. 


No. 
ID 


179724 
LIB3175 


-022 


-PI 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


179725 
LIB3175 


-022 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


179726 
LIB3175 


-022 


-PI 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


179727 
LIB3175 


-022 


-PI 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


179728 
LIB3175 


-022 


-PI 


-Kl 


-Gil 


Seq. 
Seq. 


No. 
ID 


179729 
LIB3175 


-022 


-Pl- 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


179730 
LIB3175- 


-024 


-Pl- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


179731 
LIB3175- 


-024- 


-PI- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


179732 
LIB3175- 


-024- 


-PI- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


179733 
LIB3175- 


-024- 


-Pl- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


179734 
LIB3175- 


-024- 


-Pl- 


-Kl- 


-D3 



Seq. No. 179735 

Seq. ID LIB3175-024-P1-K1-E3 

Seq. No. 179736 

Seq. ID LIB3175-024-P1-K1-G9 

Seq. No. 179737 

Seq. ID LIB3175-024-P1-K1-H6 

Seq. No. 179738 

Seq. ID LIB3175-025-P1-K1-B4 

Seq. No. 179739 

Seq. ID LIB3175-025-P1-K1-D9 

Seq. No. 179740 

Seq. ID LIB3175-025-P1-K1-E4 

Seq. No. 179741 

Seq. ID LIB3175-025-P1-K1-F12 

Seq. No. 179742 

Seq. ID LIB3175-025-P1-K1-F4 

Seq. No. 179743 

Seq. ID LIB3175-025-P1-K1-G3 

Seq. No. 179744 

Seq. ID LIB3175-026-P1-K1-A2 

Seq. No. 179745 

Seq. ID LIB3175-026-P1-K1-B1 

Seq. No. 179746 

Seq. ID LIB3175-026-P1-K1-C7 

Seq. No. 179747 

Seq. ID LIB3175-026-P1-K1-D6 

Seq. No. 179748 

Seq. ID LIB3175-026-P1-K1-E4 

Seq. No. 179749 

Seq. ID LIB3175-026-P1-K1-F1 

Seq. No. 179750 

Seq. ID LIB3175-026-P1-K1-G4 

Seq. No. 179751 

Seq. ID LIB3175-026-P1-K1-G9 

Seq. No. 179752 

Seq. ID LIB3175-026-P1-K1-H6 

Seq. No. 179753 

Seq. ID LIB3175-026-P1-K1-H7 



24774 



Seq. 
Seq. 


No. 

ID 


179754 
LIB3175 


-027 


-Pl 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


179755 
LIB3175' 


-027 


-PI 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


179756 
LIB3175- 


-027 


-PI 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


179757 
LIB3175- 


-027 


-PI 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


179758 
LIB3175- 


-027 


-PI- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


179759 
LIB3175- 


-027- 


-PI- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


179760 
LIB3175- 


-027- 


-PI- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


179761 
LIB3175- 


-028- 


-PI- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


179762 
LIB3175- 


-028- 


-PI- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


179763 
LIB3175- 


-028- 


-PI- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


179764 
LIB3175- 


-028- 


-PI- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


179765 
LIB3175- 


-028- 


-Pl- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


179766 
LIB3175- 


-028- 


-Pl- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


179767 
LIB3175- 


-028- 


-Pl- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 
ID 


179768 
LIB3175- 


-029- 


-Pl- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


179769 
LIB3175- 


-029- 


-Pl- 


■Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


179770 
LIB3175- 


■029- 


■Pl- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


179771 
LIB3175- 


■029- 


-Pl- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


179772 
LIB3175- 


•029- 


-Pl- 


■Kl- 


■G5 



24775 



Seq. 
Seq. 


No. 

ID 


179773 
LIB3175 


-030 


-Pl 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


179774 
LIB3175 


-030 


-PI 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


179775 
LIB3175 


-030 


-PI 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


179776 
LIB3175 


-030 


-PI 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


179777 
LIB3175 


-030 


-PI 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


179778 
LIB3175 


-030 


-PI 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


179779 
LIB3175- 


-030- 


-PI 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


179780 
LIB3175- 


-030- 


-PI- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


" 179781 
LIB3175- 


-030- 


-PI- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


179782 
LIB3175- 


-031- 


-Pl- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


179783 
LIB3175- 


-031- 


-Pl- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


179784 
LIB3175- 


-031- 


-Pl- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


179785 
LIB3175- 


-031- 


-Pl- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


179786 
LIB3175- 


-031- 


■Pl- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


179787 
LIB3175- 


031- 


Pl- 


-Kl- 


■E4 


Seq. 
Seq. 


No. 

ID 


179788 
LIB3175- 


031- 


Pl- 


Kl- 


E9 


Seq. 
Seq. 


No. 
ID 


179789 
LIB3175- 


031- 


Pl- 


Kl- 


F4 


Seq. 
Seq. 


No. 

ID 


179790 
LIB3175- 


031- 


Pl- 


Kl- 


Gl 


Seq. 
Seq. 


No. 

ID 


179791 
LIB3175- 


031- 


Pl- 


Kl- 


G12 



24776 



Seq. No. 179792 

Seq. ID' LIB3175-031-P1-K1-H11 

Seq. No. 179793 

Seq. ID LIB3175-031-P1-K1-H5 

Seq. No. 179794 

Seq. ID LIB3175-031-P1-K1-H7 

Seq. No. 179795 

Seq. ID LIB3175-032-P1-K1-A1 

Seq. No. 179796 

Seq. ID LIB3175-032-P1-K1-B1 

Seq. No. 179797 

Seq. ID LIB3175-032-P1-K1-C4 

Seq. No. 179798 

Seq. ID LIB3175-032-P1-K1-E8 

Seq. No. 179799 

Seq. ID LIB3175-032-P1-K1-G10 

Seq. No. 179800 

Seq. ID LIB3175-032-P1-K1-H3 

Seq. No. 179801 

Seq. ID LIB3175-033-P1-K1-A7 

Seq. No. 179802 

Seq. ID LIB3175-033-P1-K1-C11 

Seq. No. 179803 

Seq. ID LIB3175-033-P1-K1-C7 

Seq. No. 179804 

Seq. ID LIB3175-033-P1-K1-E5 

Seq. No. 179805 

Seq. ID LIB3175-033-P1-K1-G5 

Seq. No. 179806 

Seq. ID LIB3175-033-P1-K1-G7 

Seq. No. 179807 

Seq. ID LIB3175-033-P1-K1-H6 

Seq. No. 179808 

Seq. ID LIB3175-033-P1-K1-H7 

Seq. No. 179809 

Seq. ID LIB3175-034-P1-K1-B2 

Seq. No. 179810 

Seq. ID LIB3175-034-P1-K1-B3 



24777 



# 



Seq. 
Seq. 


No. 

ID 


179811 
LIB3175 


-034 


-Pl 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


179812 
LIB3175 


-034 


-PI 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


179813 
LIB3175- 


-034 


-PI 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


179814 
LIB3175- 


-034 


-PI 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


179815 
LIB3175- 


-034 


-PI 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


179816 
LIB3175- 


-034 


-Pl- 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


179817 
LIB3175- 


-034 


-Pl- 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


179818 
LIB3175- 


-034 


-Pl- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


179819 
LIB3175- 


-035 


-Pl- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


179820 
LIB3175- 


-035 


-Pl- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


179821 
LIB3175- 


-035- 


-Pl- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


179822 
LIB3175- 


-035- 


-Pl- 


-Kl" 


-D12 


Seq. 
Seq. 


No. 

ID 


179823 
LIB3175- 


-035- 


-Pl- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 
ID 


179824 
LIB3175- 


-036- 


-Pl- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


179825 
LIB3175- 


-036- 


-Pl- 


■Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


179826 
LIB3175- 


036- 


-Pl- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


179827 
LIB3175- 


036- 


-Pl- 


■Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


179828 
LIB3175- 


036- 


■Pl- 


Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


179829 
LIB3175- 


036- 


-Pl- 


Kl- 


•B5 



24778 



Seq. 
Seq. 


No. 

ID 


179830 
LIB3175- 


-036- 


-Pl 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


179831 
LIB3175- 


-036- 


-PI 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


179832 
LIB3175- 


-036- 


-PI 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


179833 
LIB3175- 


-036- 


-PI 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


179834 
LIB3175- 


-036- 


-PI 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


179835 
LIB3175- 


-036- 


-PI 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


179836 
LIB3175- 


-036- 


-PI 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


179837 
LIB3175- 


•036- 


-PI 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


179838 
LIB3175- 


-036- 


■PI- 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


179839 
LIB3175- 


■036- 


-PI- 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


179840 
LIB3175- 


036- 


■PI- 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


179841 
LIB3175- 


036- 


■PI- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


179842 
LIB3175- 


036- 


-PI- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


179843 
LIB3175- 


036- 


-PI- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


179844 
LIB3175- 


036- 


Pl- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


179845 
LIB3175- 


036- 


Pl- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


179846 
LIB3175- 


036- 


Pl- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


179847 
LIB3175- 


036- 


Pl- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


179848 
LIB3175- 


037- 


Pl- 


-Kl- 


-B10 



24779 



Seq. No. 179849 

Seq. ID LIB3175-037-P1-K1-B7 

Seq. No. 179850 

Seq. ID LIB3175-037-P1-K1-B9 

Seq. No. 179851 

Seq. ID LIB3175-037-P1-K1-D9 

Seq. No. 179852 

Seq. ID LIB3175-037-P1-K1-E11 

Seq. No. 179853 

Seq. ID LIB3175-037-P1-K1-F7 

Seq. No. 179854 

Seq. ID LIB3175-037-P1-K1-G1 

Seq. No. 179855 

Seq. ID LIB3175-038-P1-K1-B11 

Seq. No. 179856 

Seq. ID LIB3175-038-P1-K1-B2 

Seq. No. 179857 

Seq. ID LIB3175-038-P1-K1-C3 

Seq. No. 179858 

Seq. ID LIB3175-038-P1-K1-D1 

Seq. No. 179859 

Seq. ID LIB3175-038-P1-K1-F11 

Seq. No. 179860 

Seq. ID LIB3175-038-P1-K1-F12 

Seq. No. 179861 

Seq. ID LIB3175-038-P1-K1-G10 

Seq. No. 179862 

Seq. ID LIB3175-038-P1-K1-G11 

Seq. No. 179863 

Seq. ID LIB3175-038-P1-K1-G5 

Seq. No. 179864 

Seq. ID LIB3175-039-P1-K1-A1 

Seq. No. 179865 

Seq. ID LIB3175-039-P1-K1-A12 

Seq. No. 179866 

Seq. ID LIB3175-039-P1-K1-B5 

Seq. No. 179867 

Seq. ID LIB3175-039-P1-K1-B9 



24780 



Seq. No. 
Seq. ID 

Seq. No, 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. , ID 

Seq. No. 
Seq. ID 



179868 

LIB3175-039-P1-K1-D12 
179869 

LIB317 5-039-P1-K1-E1 
179870 

LIB3175-039-P1-K1-E3 
179871 

LIB3175-039-P1-K1-F9 
179872 

LIB3175-039-P1-K1-G6 
179873 

LIB3175-04 0-P1-K1-A1 
179874 

LIB3175-040-P1-K1-A11 
179875 

LIB3175-040-P1-K1-B1 
179876 

LIB3175-040-P1-K1-B2 
179877 

LIB3175-040-P1-K1-B9 
179878 

LIB3175-04 0-P1-K1-C2 
179879 

LIB3175-040-P1-K1-D11 
179880 

LIB3175-040-P1-K1-D2 
179881 

LIB3175-040-P1-K1-E3 
179882 

LIB3175-04 0-P1-K1-E8 
179883 

LIB3175-040-P1-K1-F6 
179884 

LIB3175-040-P1-K1-G1 
179885 

LIB3175-040-P1-K1-G2 
179886 

LIB3175-040-P1-K1-G4 



24781 



Seq. No. 

Seq. ID 

Seq. No, 

Seq. ID 



179887 
LIB3175- 

179888 
LIB3175- 



040-P1-K1-G9 



040-P1-K1-H9 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179889 
LIB3175- 



■0 t 41- 



P1-K1-B8 



179890 

LIB3175-041-P1-K1-C10 



Seq. No. 
Seq. ID 



179891 

LIB3175-041-P1-K1-D10 



Seq. No. 
Seq. ID 



179892 

LIB3175-041-P1-K1-E8 



Seq. No. 
Seq. ID 



179893 

LIB3175-041-P1-K1-F9 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179894 

LIB3175-041-P1-K1-G11 



179895 
LIB3175- 



■041-P1-K1-G4 



Seq. No. 
Seq. ID 



179896 

LIB3175-041-P1-K1-G7 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179897 
LIB3175- 



041-P1-K1-G9 



179898 

LIB3175-041-P1-K1-H1 



Seq. No. 
Seq. ID 



179899 
LIB3175- 



■041-P1-K1-H4 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179900 
LIB3175- 



042-P1-K1-A2 



179901 

LIB3175-042-P1-K1-B10 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179902 

LIB3175-042-P1-K1-B7 
179903 

LIB317 5-04 2-P1-K1-C9 



Seq. No. 
Seq. ID 



179904 
LIB3175- 



042-P1-K1-D1 



Seq. No. 
Seq. ID 



179905 
LIB3175- 



042-P1-K1-E5 



24782 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179906 
LIB3175- 

179907 
LIB3175- 



042-P1-K1-F2 



■043-P1-K1-A11 



179908 

LIB3175-043-P1-K1-A2 



179909 
LIB3175- 

179910 
LIB3175- 



043-P1-K1-A4 



043-P1-K1-B6 



179911 

LIB3175-043-P1-K1-C4 



179912 
LIB3175- 

179913 
LIB3175- 

179914 
LIB3175- 

179915 
LIB3175- 

179916 
LIB3175- 

179917 
LIB3175- 



043-P1-K1-H10 



043-P1-K1-H9 



044-P1-K1-A3 



044-P1-K1-B9 



044-P1-K1-D3 



044-P1-K1-E11 



179918 

LIB3175-044-P1-K1-G8 
179919 

LIB3175-044-P1-K1-H1 
179920 

LIB3175-044-P1-K1-H2 
179921 

LIB3175-045-P1-K1-B1 



179922 
LIB3175- 



045-P1-K1-B5 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179923 
LIB3175- 



045-P1-K1-D9 



179924 

LIB3175-045-P1-K1-F7 



24783 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. JD 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



179925 

LIB3175-046-P1-K1-A9 
179926 

LIB3175-046-P1-K1-B7 
179927 

LIB3175-04 6-P1-K1-C12 
179928 

LIB3175-04 6-P1-K1-D12 
179929 

LIB3175-046-P1-K1-F7 
179930 

LIB3175-04 6-P1-K1-G1 
179931 

LIB3175-04 6-P1-K1-G10 
179932 

LIB3175-046-P1-K1-H1 

179933 

LIB3175-04 6-P1-K1-H2 
179934 

LIB3175-046-P1-K1-H6 
179935 

LIB3175-04 6-P1-K1-H8 
179936 

LIB3175-047-P1-K1-A1 
179937 

LIB3175-047-P1-K1-A11 

179938 

LIB3175-047-P1-K1-B11 
179939 

LIB3175-047-P1-K1-B8 
179940 

LIB3175-0 4 7-P1-K1-C2 
179941 

LIB3175-047-P1-K1-C3 
179942 

LIB3175-047-P1-K1-D3 
179943 

LIB3175-047-P1-K1-D5 



24784 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No, 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



179944 

LIB3175-047-P1-K1-E1 
179945 

LIB3175-047-P1-K1-E5 
179946 

LIB3175-047-P1-K1-F12 
179947 

LIB3175-047-P1-K1-F8 
179948 

LIB3175-047-P1-K1-G10 
179949 

LIB317 5-04 7-P1-K1-G5 
179950 

LIB3175-047-P1-K1-H10 
179951 

LIB3175-047-P1-K1-H2 
179952 

LIB3175-048-P1-K1-A10 
179953 

LIB3175-048-P1-K1-A11 
179954 

LIB3175-048-P1-K1-B7 
179955 

LIB3175-048-P1-K1-C12 
179956 

LIB3175-048-P1-K1-C8 
179957 

LIB3175-048-P1-K1-C9 
179958 

LIB3175-048-P1-K1-E10 
179959 

LIB3175-048-P1-K1-E9 
179960 

LIB3175-048-P1-K1-F11 
179961 

LIB3175-048-P1-K1-F6 
179962 

LIB3175-048-P1-K1-F9 



24785 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



179963 

LIB3175-048-P1-K1-G3 
179964 

LIB3175-048-P1-K1-H10 
179965 

LIB3175-04 8-P1-K1-H12 
179966 

LIB3175-048-P1-K1-H4 
179967 

LIB3175-048-P1-K1-H8 
179968 

LIB3175-04 9-P1-K1-A11 
179969 

LIB3175-04 9-P1-K1-A8 
179970 

LIB3175-04 9-P1-K1-B1 
179971 

LIB3175-04 9-P1-K1-B2 
179972 

LIB3175-049-P1-K1-B4 
179973 

LIB3175-049-P1-K1-B7 
179974 

LIB3175-049-P1-K1-C1 
179975 

LIB3175-049-P1-K1-C11 
179976 

LIB3175-04 9-P1-K1-C9 
179977 

LIB3175-04 9-P1-K1-D11 

179978 

LIB3175-04 9-P1-K1-D12 
179979 

LIB3175-049-P1-K1-D6 
179980 

LIB3175-04 9-P1-K1-D9 
179981 

LIB3175-04 9-P1-K1-E12 



24786 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



179982 

LIB3175-049-P1-K1-E9 
179983 

LIB3175-04 9-P1-K1-F1 
179984 

LIB3175-04 9-P1-K1-F11 
179985 

LIB3175-04 9-P1-K1-F2 
179986 

LIB3175-04 9-P1-K1-F4 
179987 

LIB3175-04 9-P1-K1-F9 
179988 

LIB3175-04 9-P1-K1-G10 
179989 

LIB3175-04 9-P1-K1-G12 
179990 

LIB3175-049-P1-K1-G2 
179991 

LIB3175-04 9-P1-K1-G4 
179992 

LIB3175-049-P1-K1-G6 
179993 

LIB3175-04 9-P1-K1-H8 
179994 

LIB3175-050-P1-K1-C9 
179995 

LIB3175-050-P1-K1-D2 
179996 

LIB3175-050-P1-K1-E12 
179997 

LIB3175-050-P1-K1-F7 
179998 

LIB3175-050-P1-K1-G4 
179999 

LIB3175-050-P1-K1-G7 
180000 . 

LIB3175-050-P1-K1-H9 



24787 



Seq. 
Seq. 


No. 
ID 


180001 
LIB3175 


-051 


-Pl 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


180002 
LIB3175 


-051 


-PI 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


180003 
LIB3175 


-051 


-PI 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


180004 
LIB3175 


-051 


-PI 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


180005 
LIB3175- 


-051 


-PI 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


180006 
LIB3175- 


-051 


-PI 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


180007 
LIB3175- 


-051 


-PI 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


180008 
LIB3175- 


-051 


-PI 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


180009 
LIB3175- 


-051 


-PI 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


180010 
LIB3175- 


-051- 


-PI 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


180011 
LIB3175- 


-051- 


-PI- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


180012 
LIB3175- 


-051- 


-PI- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


180013 
LIB3175- 


-052- 


-Pl- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 
ID 


180014 
LIB3175- 


-052- 


-Pl- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


180015 
LIB3175- 


-052- 


-Pl- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


180016 
LIB3175- 


-052- 


-Pl- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


180017 
LIB3175- 


•052- 


-Pl- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


180018 
LIB3175- 


■052- 


-Pl- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 
ID 


180019 
LIB3175- 


•052- 


-Pl- 


-Kl- 


-D6 



24788 



$eq. No. 180020 

Seq. ID LIB3175-052-P1-K1-H6 

Seq. No. 180021 

Seq. ID LIB3175-053-P1-K1-A3 

Seq. No. 180022 

Seq. ID LIB3175-053-P1-K1-B4 

Seq. No. 180023 

Seq. ID LIB3175-053-P1-K1-B6 

Seq. No. 180024 

Seq. ID LIB3175-053-P1-K1-C1 

Seq. No. 180025 

Seq. ID LIB3175-053-P1-K1-C10 

Seq. No. 180026 

Seq. ID LIB3175-053-P1-K1-C7 

Seq. No. 180027 

Seq. ID LIB3175-053-P1-K1-D10 

Seq. No. 180028 

Seq. ID LIB3175-053-P1-K1-G1 

Seq. No. 180029 

Seq. ID LIB3175-053-P1-K1-H1 

Seq. No. 180030 

Seq. ID LIB3175-053-P1-K1-H9 

Seq. No. 180031 

Seq. ID LIB3175-054-P1-K1-A8 

Seq. No. 180032 

Seq. ID LIB3175-054-P1-K1-F6 

Seq. No. 180033 

Seq. ID LIB3175-054-P1-K1-G12 

Seq. No. 180034 

Seq. ID LIB3175-054-P1-K1-G5 

Seq. No. 180035 

Seq. ID LIB3175-054-P1-K1-H2 

Seq. No. 180036 

Seq. ID LIB3175-055-P1-K1-A12 

Seq. No. 180037 

Seq. ID LIB3175-055-P1-K1-A2 

Seq. No. 180038 

Seq. ID LIB3175-055-P1-K1-B11 



2478 



Seq. 
Seq. 


No. 

ID 


180039 
LIB3175 


-055 


-Pl 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


180040 
LIB3175 


-055 


-PI 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


180041 
LIB3175 


-055 


-PI 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


180042 
LIB3175 


-055 


-PI 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


180043 
LIB3175 


-055 


-PI 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


180044 
LIB3175 


-055 


-PI 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


180045 
LIB3175 


-055 


-PI 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


180046 
LIB3175 


-055 


-PI 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


180047 
LIB3175 


-055 


-PI 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


180048 
LIB3175- 


-055 


-PI 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


180049 
LIB3175- 


-055 


-PI 


-Kl- 


-HI 


Seq. 
Seq. 


No. 
ID 


180050 
LIB3175- 


-056 


-PI 


-Kl- 


-A8 


Seq. 
Seq. 


No. 
ID 


180051 
LIB3175- 


-056 


-PI 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


180052 
LIB3175- 


-056- 


-Pl- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


180053 
LIB3175- 


-056- 


-Pl- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


180054 
LIB3175- 


-056- 


-PI- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 
ID 


180055 
LIB3175- 


-056- 


-PI- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


180056 
LIB3175- 


-056- 


-Pl- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


180057 
LIB3175- 


-057- 


-Pl- 


-Kl- 


-A3 



24790 



Seq. 
Seq. 


No. 
ID 


180058 
LIB3175 


-057 


-Pl 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


180059 
LIB3175 


-057 


-PI 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


180060 
LIB3175 


-057 


-PI 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


180061 
LIB3175 


-057 


-PI 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


180062 
LIB3175 


-057 


-PI 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


180063 
LIB3175 


-057 


-PI 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


180064 
LIB3175 


-057 


-PI 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


180065 
LIB3175 


-057 


-PI 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


180066 
LIB3175 


-057 


-PI 


-Kl 


-H10 


Seq. 
Seq. 


No. 
ID 


180067 
LIB3175 


-057 


-PI 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


180068 
LIB3175 


-058 


-PI 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


180069 
LIB3175 


-058 


-PI 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


180070 
LIB3175 


-058 


-PI 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


180071 
LIB3175- 


-058 


-PI 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


180072 
LIB3175- 


-059 


-PI 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


180073 
LIB3175- 


-059 


-PI 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


180074 
LIB3175- 


-059 


-PI 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


180075 
LIB3175- 


-059 


-PI- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


180076 
LIB3175- 


-059- 


-PI- 


-Kl- 


-G9 



24791 



Seq. No. 180077 

Seq. ID LIB3175-059-P1-K1-H1 

Seq. No. 180078 

Seq. ID LIB3175-059-P1-K1-H2 

Seq. No. 180079 

Seq. ID LIB3175-059-P1-K1-H3 

Seq. No. 180080 

Seq. ID LIB3175-059-P1-K1-H7 

Seq. No. 180081 

Seq. ID LIB3175-060-P1-K1-A3 

Seq. No. 180082 

Seq. ID LIB3175-060-P1-K1-A8 

Seq. No. 180083 

Seq. ID LIB3175-060-P1-K1-A9 

Seq. No. 180084 

Seq. ID LIB3175-060-P1-K1-B10 

Seq. No. 180085 

Seq. ID LIB3175-060-P1-K1-B9 

Seq. No. 180086 

Seq. ID LIB3175-060-P1-K1-C11 

Seq. No. 180087 

Seq. ID LIB3175-060-P1-K1-C9 

Seq. No. 180088 

Seq. ID LIB3175-060-P1-K1-D12 

Seq. No. 180089 

Seq. ID LIB3175-060-P1-K1-D5 

Seq. No. 180090 

Seq. ID LIB3175-060-P1-K1-D7 

Seq. No. 180091 

Seq. ID LIB3175-060-P1-K1-E12 

Seq. No. 180092 

Seq. ID LIB3175-060-P1-K1-E5 

Seq. No. 180093 

Seq. ID LIB3175-060-P1-K1-E6 

Seq. No. 180094 

Seq. ID LIB3175-060-P1-K1-E8 

Seq. No. 180095 

Seq. ID LIB3175-060-P1-K1-E9 



24792 



Seq. 
Seq. 


No. 

ID 


180096 
LIB3175 


-060 


-Pl 


-Kl 


-Fll 


Seq, 
Seq. 


No. 

ID 


180097 
LIB3175 


-060 


-PI 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


180098 
LIB3175 


-060 


-PI 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


180099 
LIB3175 


-060 


-PI 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


180100 
LIB3175 


-060 


-PI 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


180101 
LIB3175 


-060 


-PI 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


180102 
LIB3175- 


-060 


-PI 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


180103 
LIB3175- 


-060 


-PI 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


180104 
LIB3175- 


-060 


-PI 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


180105 
LIB3175- 


-061 


-PI- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


180106 
LIB3175- 


-061- 


-PI- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


180107 
LIB3175- 


-061- 


-Pl- 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


180108 
LIB3175- 


-061- 


-Pl- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


180109 
LIB3175- 


-061- 


-Pl- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


180110 
LIB3175- 


-061- 


-Pl- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


180111 
LIB3175- 


-061- 


-Pl- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 
ID 


180112 
LIB3175- 


-061- 


-Pl- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


180113 
LIB3175- 


-061- 


-Pl- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


180114 
LIB3175- 


■062- 


•Pl- 


■Kl- 


-A12 



24793 



Seq. 
Seq. 


No. 
ID 


180115 
LIB3175- 


-062 


-Pl 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


180116 
LIB3175- 


-062 


-PI 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


180117 
LIB3175- 


-062 


-PI 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


180118 
LIB3175- 


-063 


-PI 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


180119 
LIB3175- 


-064 


-PI 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


180120 
LIB3175- 


-064 


-PI 


-Kl 


-B5 


Seq. 
Seq. 


No. 
ID 


180121 
LIB3175- 


■064 


-PI 


-Kl 


-C7 


Seq. 
Seq. 


No. 
ID 


180122 
LIB3175- 


064 


-PI 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


180123 
LIB3175- 


064 


-PI 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


180124 
LIB3175- 


064 


-PI 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


180125 
LIB3175- 


065 


-PI 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


180126 
LIB3175- 


065 


-PI 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


180127 
LIB3175- 


065 


-PI- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 
ID 


180128 
LIB3175- 


065- 


-PI- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


180129 
LIB3175- 


065- 


-PI- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


180130 
LIB3175- 


065- 


-Pl- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


180131 
LIB3175- 


065- 


-Pl- 


-Kl- 


■F3 


Seq. 
Seq. 


No. 

ID 


180132 
LIB3175- 


065- 


-Pl- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


180133 
LIB3175- 


065- 


-Pl- 


-Kl- 


-H3 



24794 



# 



Seq. 
Seq. 


No. 

ID 


180134 
LIB3175 


-065 


-Pl 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


180135 
LIB3175 


-066 


-PI 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


180136 
LIB3175 


-066 


-PI 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


180137 
LIB3175 


-066 


-PI 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


180138 
LIB3175- 


-066 


-PI 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


180139 
LIB3175- 


-066- 


-PI 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


180140 
LIB3175- 


-066- 


-PI 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


180141 
LIB3175- 


-066- 


-PI 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


180142 
LIB3175- 


-066- 


-Pl- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


180143 
LIB3175- 


-066- 


-Pl- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


180144 
LIB3175- 


-066- 


-Pl- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


180145 
LIB3175- 


-066- 


-Pl- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


180146 
LIB3175- 


-066- 


-Pl- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


180147 
LIB3175- 


-066- 


-Pl- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


180148 
LIB3175- 


-066- 


-Pl- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


180149 
LIB3175- 


-066- 


-Pl- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


180150 
LIB3175- 


■066- 


-Pl- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


180151 
LIB3175- 


068- 


Pl- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 
ID 


180152 
LIB3175- 


068- 


Pl- 


-Kl- 


■Bl 



24795 



Seq. No. 180153 

. Seq. ID LIB3175-068-P1-K1-C3 

Seq. No. 180154 

Seq. ID LIB3175-068-P1-K1-D5 

Seq. No. 180155 

Seq. ID LIB3175-068-P1-K1-F2 

Seq. No. 180156 

Seq. ID LIB3175-068-P1-K1-F6 

Seq. No. 180157 

Seq. ID LIB3175-068-P1-K1-G2 

Seq. No. 180158 

Seq. ID LIB3175-068-P1-K1-G3 

Seq. No. 180159 

Seq. ID LIB3175-070-P1-K-A7 

Seq. No. 180160 

Seq. ID LIB3175-070-P1-K-C2 

Seq. No. 180161 

Seq. ID LIB3175-070-P1-K-C3 

Seq. No. 180162 

Seq. ID LIB3175-070-P1-K-F9 

Seq. No. 180163 

Seq. ID LIB3175-070-P1-K-H11 

Seq. No. 180164 

Seq. ID LIB3175-070-P1-K-H3 

Seq. No. 180165 

Seq. ID LIB3175-070-P1-K-H6 

Seq. No. 180166 

Seq. ID LIB3175-075-P1-K1-A5 

Seq. No. 180167 

Seq. ID LIB3175-075-P1-K1-B11 

Seq. No. 180168 

Seq. ID LIB3175-075-P1-K1-B12 

Seq. No. 180169 

Seq. ID LIB3175-075-P1-K1-D1 

Seq. No. 180170 

Seq. ID LIB3175-075-P1-K1-F12 

Seq. No. 180171 

Seq. ID LIB3175-075-P1-K1-H11 



24796 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



180172 

LIB3175-076-P1-K1-A11 
180173 

LIB3175-07 6-P1-K1-C4 
180174 

LIB3175-07 6-P1-K1-D2 
180175 

LIB3175-07 6-P1-K1-E10 
180176 

LIB3175-076-P1-K1-E3 
180177 

LIB3175-077-P1-K1-A7 
180178 

LIB3175-077-P1-K1-E12 
180179 

LIB3175-077-P1-K1-G4 
180180 

LIB3175-078-P1-K1-B7 
180181 

LIB3175-078-P1-K1-D9 
180182 

LIB3175-078-P1-K1-E4 
180183 

LIB3175-078-P1-K1-H1 
180184 

LIB3175-078-P1-K1-H5 
180185 

LIB3175-07 9-P1-K1-A5 
180186 

LIB3175-079-P1-K1-D9 
180187 

LIB3175-079-P1-K1-F2 
180188 

LIB3175-079-P1-K1-G10 
180189 

LIB3175-07 9-P1-K1-H10 
180190 

LIB3175-079-P1-K1-H3 



24797 



Seq. No. 
Seq. ID 

Seq, No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



180191 

LIB3175-080-P1-K1-A2 
180192 

LIB3175-080-P1-K1-B10 
180193 

LIB3175-080-P1-K1-B11 
180194 

LIB3175-080-P1-K1-B8 
180195 

LIB3175-080-P1-K1-E11 

180196 

LIB3175-080-P1-K1-E8 
180197 

LIB3175-080-P1-K1-G6 
180198 

LIB3175-081-P1-K1-B1 
180199 

LIB3175-081-P1-K1-B2 
180200 

LIB3175-081-P1-K1-C5 
180201 

LIB3175-081-P1-K1-D4 
180202 

LIB3175-081-P1-K1-F11 
180203 

LIB3175-081-P1-K1-F6 
180204 

LIB3175-081-P1-K1-H1 

180205 

LIB3175-081-P1-K1-H6 
180206 

LIB3175-082-P1-K1-B5 
180207 

LIB3175-082-P1-K1-C4 
180208 

LIB3175-082-P1-K1-E6 
180209 

LIB3175-082-P1-K1-F10 



24798 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



180210 

LIB3175-082-P1-K1-F12 
180211 

LIB317 6-001-Q1-K1-B2 
180212 

LIB3176-001-Q1-K1-E1 
180213 

LIB3176-001-Q1-K1-F3 
180214 

LIB317 6-002-Q1-K1-E4 
180215 

LIB317 6-002-Q1-K1-F7 
180216 

LIB3176-003-P1-K1-A4 
180217 

LIB3176-003-P1-K1-A5 
180218 

LIB317 6-003-P1-K1-B10 
180219 

LIB317 6-003-P1-K1-B3 
180220 

LIB3176-003-P1-K1-B4 
180221 

LIB317 6-003-P1-K1-B9 
180222 

LIB3176-003-P1-K1-C5 
180223 

LIB3176-003-P1-K1-C8 
180224 

LIB3176-003-P1-K1-D7 
180225 

LIB317 6-003-P1-K1-F5 
180226 

LIB3176-003-P1-K1-G5 
180227 

LIB3176-003-P1-K1-G9 
180228 

LIB3176-003-P1-K1-H3 



24799 



Seq. 
Seq. 


No. 

ID 


180229 
LIB3176 


-004 


-Pl 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


180230 
LIB3176 


-004 


-PI 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


180231 
LIB3176 


-004 


-PI 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


180232 
LIB3176 


-004 


-PI 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


180233 
LIB3176- 


-005 


-PI 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


180234 
LIB3176- 


-005 


-PI- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


180235 
LIB3176- 


-005 


-Pl- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


180236 
LIB3176- 


-005 


-Pl- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 
ID 


180237 
LIB3176- 


-005- 


-Pl- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


180238 
LIB3176- 


-005- 


-Pl- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


180239 
LIB3176- 


-005- 


-PI- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


180240 
LIB3176- 


-005- 


-Pl- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


180241 
LIB3176- 


-005- 


-Pl- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


180242 
LIB3176- 


-005- 


-Pl- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


180243 
LIB3176- 


-006- 


-Pl- 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


180244 
LIB3176- 


-006- 


-Pl- 


■Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


180245 
LIB3176- 


006- 


-Pl- 


■Kl- 


-B10 


Seq. 
Seq. 


No. 
ID 


180246 
LIB3176- 


006- 


-Pl- 


Kl- 


B12 


Seq. 
Seq. 


No. 

ID 


180247 
LIB3176- 


006- 


■Pl- 


Kl- 


B5 



24800 



# 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180248 

LIB3176-006-P1-K1-C10 
180249 

LIB3176-006-P1-K1-C5 
180250 

LIB3176-006-P1-K1-E9 
180251 

LIB3176-006-P1-K1-G1 



Seq. 
Seq. 



No, 

ID 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180252 

LIB317 6-006-P1-K1-G8 
180253 

LIB317 6-007-P1-K1-C11 

180254 

LIB3176-007-P1-K1-D12 



Seq. 
Seq. 



No. 

ID 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180255 

LIB3176-007-P1-K1-G6 
180256 

LIB317 6-008-P1-K1-B3 
180257 

LIB317 6-008-P1-K1-C9 

180258 

LIB317 6-008-P1-K2-B7 
180259 

LIB317 6-008-P1-K2-C12 
180260 

LIB317 6-008-P1-K2-F6 



Seq. 
Seq. 



No. 

ID 



180261 

LIB317 6-008-P1-K2-F8 



Seq. 
Seq. 



No. 

ID 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180262 

LIB317 6-008-P1-K2-H10 
180263 

LIB317 6-008-P1-K2-H6 
180264 

LIB317 6-008-P1-K3-D2 
180265 

LIB3176-008-P1-K3-F6 
180266 

LIB317 6-008-P1-K4-F6 



24801 



0 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180267 

LIB317 6-009-P1-K1-A10 
180268 

LIB317 6-009-P1-K1-C6 



180269 
LIB3176- 

180270 
LIB3176- 

180271 
LIB3176- 



■009-P1-K1-D1 



009-P1-K2-D1 



009-P1-K3-A1 



180272 

LIB317 6-009-P1-K3-B7 
180273 

LIB317 6-009-P1-K3-C5 



180274 
LIB3176- 

180275 
LIB3176- 

180276 
LIB3176- 



009-P1-K3-E8 



009-P1-K3-F9 



010-P1-K1-A10 



180277 

LIB317 6-010-P1-K1-C7 



180278 
LIB3176- 

180279 
LIB3176- 

180280 
LIB3176- 

180281 
LIB3176- 



010-P1-K1-D8 



011-P1-K1-C5 



011-P1-K1-D11 



011-P1-K1-E4 



180282 

LIB3176-011-P1-K1-E8 



180283 
LIB3176- 



011-P1-K1-F11 



180284 

LIB3176-011-P1-K1-F2 

180285 

LIB317 6-012-P1-K1-B3 



24802 



Seq. No. 180286 

Seq. ID LIB3176-012-P1-K1-C10 

Seq. No. 180287 

Seq. ID LIB3176-012-P1-K1-C2 

Seq. No. 180288 

Seq. ID LIB3176-012-P1-K1-C4 

Seq. No. 180289 

Seq. ID LIB3176-012-P1-K1-C7 

Seq. No. 180290 

Seq. ID LIB3176-012-P1-K1-D11 

Seq. No. 180291 

Seq. ID LIB3176-012-P1-K1-E7 

Seq. No. 180292 

Seq. ID LIB3176-012-P1-K1-F11 

Seq. No. 180293 

Seq. ID LIB3176-012-P1-K1-F3 

Seq. No. 180294 

Seq. ID LIB3176-012-P1-K1-F9 

Seq. No. 180295 

Seq. ID LIB3176-012-P1-K1-G11 

Seq. No. 180296 

Seq. ID LIB3176-012-P1-K1-G9 

Seq. No. 180297 

Seq. ID LIB3176-012-P1-K1-H3 

Seq. No. 180298 

Seq. ID LIB3176-012-P1-K1-H7 

Seq. No. 180299 

Seq. ID LIB3176-014-P1-K1-A4 

Seq. No. 180300 

Seq. ID LIB3176-014-P1-K1-A5 

Seq. No. 180301 

Seq. ID LIB3176-014-P1-K1-A6 

Seq. No. 180302 

Seq. ID LIB3176-014-P1-K1-B11 

Seq. No. 180303 

Seq. ID LIB3176-014-P1-K1-B8 

Seq. No. 180304 

Seq. ID LIB3176-014-P1-K1-E3 



24803 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



180305 

LIB317 6-014-P1-K1-E4 
180306 

LIB3176-014-P1-K1-F2 
180307 

LIB317 6-014-P1-K1-F3 
180308 

LIB317 6-014-P1-K1-F4 
180309 

LIB3176-014-P1-K1-G8 
180310 

LIB3176-014-P1-K1-H11 
180311 

LIB317 6-015-P1-K1-A3 
180312 

LIB317 6-015-P1-K1-D2 
180313 

LIB317 6-015-P1-K1-F11 

180314 

LIB3176-015-P1-K1-G1 
180315 

LIB317 6-015-P1-K1-G6 
180316 

LIB317 6-016-P1-K1-A1 

180317 

LIB3176-016-P1-K1-A6 
180318 

LIB317 6-016-P1-K1-B7 
180319 

LIB317 6-016-P1-K1-C11 

180320 

LIB317 6-016-P1-K1-C5 
180321 

LIB317 6-016-P1-K1-C6 
180322 

LIB3176-016-P1-K1-C8 
180323 

LIB317 6-016-P1-K1-C9 



24804 



# 



Seq. 
Seq. 


No, . 
ID 


180324 
LIB3176- 


016- 


-Pl- 


-Kl- 


-Dl 


Seq. 

Seq. 


No. 

ID 


180325 
LIB3176- 


016- 


-Pl- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


180326 
LIB3176- 


016- 


■Pl- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


180327 
LIB3176- 


016- 


■Pl- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


180328 
LIB3176- 


016- 


-Pl- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


180329 
LIB3176- 


•016- 


-Pl- 


-Kl- 


-E7 


Seq. 
Seq. 


No. 

ID 


180330 
LIB3176- 


•016- 


-Pl- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


180331 
LIB3176- 


■016- 


-Pl- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


180332 
LIB3176- 


■016- 


-Pl- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


180333 
LIB3176- 


-016- 


-Pl- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


180334 
LIB3176- 


-016- 


-Pl 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


180335 
LIB3176- 


-016 


-PI 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


180336 
LIB3176- 


-016 


-PI 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


180337 
LIB3176- 


-016 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


180338 
LIB3176- 


-016 


-PI 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


180339 
LIB3176- 


-016 


-PI 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


180340 
LIB3176- 


-016 


-PI 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


180341 
LIB3176- 


-017 


-PI 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


180342 
LIB3176- 


-017 


-PI 


-Kl 


-Dl 



24805 



Seq. 
Seq. 


No. 

ID 


180343 
LIB3176- 


017 


-PI 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


180344 
LIB3176- 


017 


-PI 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


180345 
LIB3176- 


017 


-PI 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


180346 
LIB3176- 


017 


-PI 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


180347 
LIB3176- 


017 


-PI 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


180348 
LIB3176- 


017 


-PI 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


180349 
LIB3176- 


017 


-PI 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


180350 
LIB3176- 


018 


-PI 


-Kl 


-A10 


Seq. 
Seq. 


No. 
ID 


180351 
LIB3176- 


018 


-PI 


-Kl 


-B2 


Seq. 
Seq. 


No. 
ID 


180352 
LIB3176- 


018 


-PI 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


180353 
LIB3176- 


018 


-PI 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


180354 
LIB3176- 


018 


-PI 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


180355 
LIB3176- 


018 


-PI 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


180356 
LIB3176- 


018 


-PI 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


180357 
LIB3176- 


018 


-PI 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


180358 
LIB3176- 


018 


-PI 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


180359 
LIB3176- 


018 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


180360 
LIB3176- 


019 


-PI 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


180361 
LIB3176- 


019 


-PI 


-Kl 


-C10 



24806 



Seq. 


No. 


180362 










Seq. 


ID 


LIB3176- 


019- 


Pl 


-Kl 


-C5 


Seq. 


No. 


180363 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-C7 


Seq. 


No. 


180364 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-C8 


Seq. 


No. 


180365 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-Dl 


Seq. 


No. 


180366 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-D10 


Seq. 


No. 


180367 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-D2 


Seq. 


No. 


180368 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-D8 


Seq. 


No. 


180369 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-Ell 


Seq. 


No. 


180370 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-E12 


Seq. 


No. 


180371 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-E2 


Seq. 


No. 


180372 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-E7 


Seq. 


No. 


180373 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-E9 


Seq. 


No. 


180374 - 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-F6 


Seq. 


No. 


180375 










Seq. 


ID 


LIB3176- 


019- 


PI 


-Kl 


-F7 


Seq. 


No. 


180376 










Seq. 


ID 


LIB3176- 


020- 


PI 


-Kl 


-A4 


Seq. 


No. 


180377 










Seq. 


ID 


LIB3176- 


020- 


PI 


-Kl 


-B5 


Seq. 


No. 


180378 










Seq. 


ID 


LIB3176- 


020- 


PI 


-Kl 


-C12 


Seq. 


No. 


180379 










Seq. 


ID 


LIB3176- 


020- 


PI 


-Kl 


-D3 


Seq. 


No. 


180380 










Seq. 


ID 


LIB3176- 


020- 


PI 


-Kl 


-D6 



24807 



# 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



1B0381 

LIB3176-020-P1-K1-E11 
180382 

LIB317 6-020-P1-K1-E5 
180383 

LIB317 6-020-P1-K1-F1 
180384 

LIB317 6-020-P1-K1-F11 
180385 

LIB317 6-02 0-P1-K1-F12 
180386 

LIB3176-020-P1-K1-G12 
180387 

LIB317 6-020-P1-K1-G3 
180388 

LIB317 6-020-P1-K1-G9 
180389 

LIB317 6-021-P1-K1-A1 
180390 

LIB3176-021-P1-K1-A4 
180391 

LIB317 6-021-P1-K1-B5 
180392 

LIB3176-021-P1-K1-C4 
180393 

LIB317 6-021-P1-K1-D5 
180394 

LIB3176-021-P1-K1-D6 
180395 

LIB317 6-021-P1-K1-E1 
180396 

LIB317 6-021-P1-K1-E5 
180397 

LIB317 6-021-P1-K1-F8 
180398 

LIB317 6-021-P1-K1-H9 
180399 

LIB317 6-022-P1-K1-B5 



24808 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No, 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



180400 

LIB317 6-022-P1-K1-C10 
180401 

LIB317 6-022-P1-K1-D3 



180402 
LIB3176- 

180403 
LIB3176- 



022-P1-K1-F3 
•022-P1-K1-H12 



180404 

LIB3176-022-P1-K1-H4 
180405 

LIB317 6-023-P1-K1-B3 



180406 
LIB3176- 

180407 
LIB3176- 

180408 
LIB3176- 

180409 
LIB3176- 



023-P1-K1-C2 
023-P1-K1-D12 
023-P1-K1-E10 
023-P1-K1-F5 



180410 

LIB3176-023-P1-K1-G5 
180411 

LIB317 6-023-P1-K1-H4 
180412 

LIB317 6-024-P1-K1-A7 



180413 
LIB3176- 



024-P1-K1-D12 



180414 

LIB317 6-024-P1-K1-D6 
180415 

LIB317 6-024-P1-K1-F12 



180416 
LIB3176- 



024-P1-K1-F9 



180417 

LIB3176-025-P1-K1-A12 
180418 

LIB317 6-025-P1-K1-A6 



24809 



Seq. No, 180419 

Seq. ID LIB3176-025-P1-K1-A7 

Seq. No. 180420 

Seq. ID LIB3176-025-P1-K1-B12 

Seq. No. 180421 

Seq. ID LIB3176-025-P1-K1-C10 

Seq. No. 180422 

Seq. ID LIB3176-025-P1-K1-C11 

Seq. No. 180423 

Seq. ID LIB3176-025-P1-K1-D11 

Seq. No. 180424 

Seq. ID LIB3176-025-P1-K1-E5 

Seq. No. 180425 

Seq. ID LIB3176-025-P1-K1-F6 

Seq. No. 180426 

Seq. ID LIB3176-025-P1-K1-F7 

Seq. No. 180427 

Seq. ID LIB3176-025-P1-K1-G3 

Seq. No. 180428 

Seq. ID LIB3176-025-P1-K1-G9 

Seq. No. 180429 

Seq. ID LIB3176-026-P1-K1-A1 

Seq. No. 180430 

Seq. ID LIB3176-026-P1-K1-A4 

Seq. No. 180431 

Seq. ID LIB3176-026-P1-K1-A9 

Seq. No. 180432 

Seq. ID LIB3176-026-P1-K1-B1 

Seq. No. 180433 

Seq. ID LIB3176-026-P1-K1-B11 

Seq. No. 180434 

Seq. ID LIB3176-026-P1-K1-B3 

Seq. No. 180435 

Seq. ID LIB3176-026-P1-K1-B5 

Seq. No. 180436 

Seq. ID LIB3176-026-P1-K1-B6 

Seq. No. 180437 

Seq. ID LIB3176-026-P1-K1-C8 



248 



Seq. 
Seq. 


No. 

ID 


180438 
LIB3176- 


026 


-PI 


-Kl 


-D7 


Seq. 
Seq. 


No. 
ID 


180439 
LIB3176- 


026 


-PI 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


180440 
LIB3176- 


026 


-PI 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


180441 
LIB3176- 


026 


-PI 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


180442 
LIB3176- 


026 


-PI 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


180443 
LIB3176- 


026 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


180444 
LIB3176- 


026 


-PI 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


180445 
LIB3176- 


027 


-PI 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


180446 
LIB3176- 


027 


-PI 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


180447 
LIB3176- 


027 


-PI 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


180448 
LIB3176- 


027 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


180449 
LIB3176- 


027 


-PI 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


180450 
LIB3176- 


027 


-PI 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


180451 
LIB3176- 


027 


-PI 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


180452 
LIB3176- 


027 


-PI 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


180453 
LIB3176- 


028 


-PI 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


180454 
LIB3176- 


028 


-PI 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


180455 
LIB3176- 


028 


-PI 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


180456 
LIB3176- 


028 


-PI 


-Kl 


-A6 



24811 



# 



Seq. 
Seq. 


No. 

ID 


180457 
LIB3176- 


028- 


-PI- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


180458 
LIB3176- 


028- 


-PI- 


-Kl- 


-C2 


Seq. 
Seq. 


NO. 

ID 


180459 
LIB3176- 


028- 


-Pl- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


180460 
LIB3176- 


029- 


-Pl- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


180461 
LIB3176- 


029- 


-Pl- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


180462 
LIB3176- 


029- 


-Pl 


-Kl- 


-C8 


Seq. 
Seq. 


No. 

ID 


180463 
LIB3176- 


029- 


-PI 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 
ID 


180464 
LIB3176- 


029 


-PI 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


180465 
LIB3176- 


029 


-PI 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


180466 
LIB3176- 


■029 


-PI 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


180467 
LIB3176- 


-029 


-PI 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


180468 
LIB3176- 


-029 


-PI 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


180469 
LIB3176- 


-030 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


180470 
LIB3176- 


-030 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


180471 
LIB3176- 


-030 


-PI 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


180472 
LIB3176- 


-030 


-PI 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


180473 
LIB3176- 


-030 


-PI 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


180474 
LIB3176- 


-032 


-PI 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


180475 
LIB3176- 


-032 


-PI 


-Kl 


-Bll 



24812 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



180476 

LIB317 6-032-P1-K1-B12 



180477 
LIB3176- 

180478 
LIB3176- 

180479 
LIB3176- 

180480 
LIB3176- 

180481 
LIB3176- 

180482 
LIB3176- 

180483 
LIB3176- 

180484 
LIB3176- 



032-P1-K1-B4 

032-P1-K1-B8 

032-P1-K1-C8 

■032-P1-K1-D10 

■032-P1-K1-D11 

■032-P1-K1-D7 

■032-P1-K1-E7 

■032-P1-K1-F12 



180485 

LIB317 6-032-P1-K1-F8 



180486 
LIB3176- 

180487 
LIB3176- 

180488 
LIB3176- 

180489 
LIB3176- 

180490 
LIB3176- 



032-P1-K1-G11 

032- P1-K1-H1 

033- P1-K1-A1 
033-P1-K1-A3 
■033-P1-K1-B11 



180491 

LIB3176-033-P1-K1-B4 
180492 

LIB3176-033-P1-K1-B7 



180493 
LIB3176- 

180494 
LIB3176- 



033-P1-K1-C10 



033-P1-K1-D11 



24813 



# 



Seq. 
Seq. 


No. 

ID 


180495 
LIB3176- 


033- 


-Pl- 


■Kl- 


D7 


Seq. 
Seq. 


No. 
ID 


180496 
LIB3176- 


033- 


-Pl- 


■Kl- 


■E8 


Seq. 
Seq. 


No. 

ID 


180497 
LIB3176- 


033- 


■Pl- 


•Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


180498 
LIB3176- 


033- 


-Pl- 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


180499 
LIB3176- 


033- 


-Pl- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


180500 
LIB3176- 


-033- 


-Pl- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


180501 
LIB3176- 


-033- 


-Pl- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


180502 
LIB3176- 


-033- 


-Pl- 


-Kl- 


-H7 


Seq. 
Seq. 


NO. 

ID 


180503 
LIB3176- 


-034- 


-Pl- 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


180504 
LIB3176- 


-034 


-Pl- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


180505 
LIB3176- 


-034 


-PI- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


180506 
LIB3176- 


-034 


-PI 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


180507 
LIB3176- 


-034 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


180508 
LIB3176- 


-034 


-PI 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


180509 
LIB3176- 


-034 


-PI 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


180510 
LIB3176- 


-034 


-PI 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


180511 
LIB3176- 


-034 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


180512 
LIB3176- 


-034 


-PI 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


180513 
LIB3176 


-034 


-PI 


-Kl 


-H6 



24814 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



180514 

LIB3176-035-P1-K1-A4 
180515 

LIB317 6-035-P1-K1-B2 
180516 

LIB317 6-035-P1-K1-B7 
180517 

LIB3176-035-P1-K1-C5 
180518 

LIB317 6-035-P1-K1-C9 
180519 

LIB3176-035-P1-K1-D12 
180520 

LIB317 6-035-P1-K1-D7 
180521 

LIB3176-035-P1-K1-E3 
180522 

LIB3176-035-P1-K1-E6 
180523 

LIB3176-035-P1-K1-E7 
180524 

LIB317 6-035-P1-K1-F1 
180525 

LIB3176-035-P1-K1-F7 
180526 

LIB3176-035-P1-K1-F9 
180527 

LIB317 6-035-P1-K1-G7 
180528 

LIB317 6-035-P1-K1-H12 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180529 

LIB3176-036-P1-K1-A9 
180530 

LIB317 6-036-P1-K1-B7 
180531 

LIB317 6-036-P1-K1-C10 
180532 

LIB317 6-036-P1-K1-E10 



24815 



Seq. No. 180533 

Seq. ID LIB3176-036-P1-K1-E11 

Seq. No. 180534 

Seq. ID LIB3176-036-P1-K1-E7 

Seq. No. 180535 

Seq. ID LIB3176-036-P1-K1-E9 

Seq. No. 180536 

Seq. ID LIB3176-036-P1-K1-F10 

Seq. No. 180537 

Seq. ID LIB3176-036-P1-K1-F11 

Seq. No. 180538 

Seq. ID LIB3176-036-P1-K1-F8 

Seq. No. 180539 

Seq. ID LIB3176-036-P1-K1-H8 

Seq. No. 180540 

Seq. ID LIB3176-037-P1-K1-A3 

Seq. No. 180541 

Seq. ID LIB3176-037-P1-K1-C12 

Seq. No. 180542 

Seq. ID LIB3176-037-P1-K1-D10 

Seq. No. 180543 

Seq. ID LIB3176-037-P1-K1-D5 

Seq. No. 180544 

Seq. ID LIB3176-037-P1-K1-D9 

Seq. No. 180545 

Seq. ID LIB3176-037-P1-K1-E4 

Seq. No. 180546 

Seq. ID LIB3176-037-P1-K1-E5 

Seq. No. 180547 

Seq. ID LIB3176-037-P1-K1-E8 

Seq. No. 180548 

Seq. ID LIB3176-037-P1-K1-G8 

Seq. No. 180549 

Seq. ID LIB3176-037-P1-K1-H5 

Seq. No. 180550 

Seq. ID LIB3176-037-P1-K1-H8 

Seq. No. 180551 

Seq. ID LIB3176-038-P1-K1-A12 



24816 



Seq. No. 180552 

Seq. ID LIB3176-038-P1-K1-B7 

Seq. No. 180553 

Seq. ID LIB3176-038-P1-K1-B8 

Seq. No. 180554 

Seq. ID LIB3176-038-P1-K1-D6 

Seq. No. 180555 

Seq. ID LIB3176-038-P1-K1-E12 

Seq. No. 180556 

Seq. ID LIB3176-038-P1-K1-F2 

Seq. No. 180557 

Seq. ID LIB3176-038-P1-K1-G12 

Seq. No. 180558 

Seq. ID LIB3176-038-P1-K1-H7 

Seq. No. 180559 

Seq. ID LIB3176-039-P1-K1-G6 

Seq. No. 180560 

Seq. ID LIB3176-040-P1-K1-A12 

Seq. No. 180561 

Seq. ID LIB3176-040-P1-K1-C2 

Seq. No. 180562 

Seq. ID LIB3176-040-P1-K1-D8 

Seq. No. 180563 

Seq. ID LIB3176-040-P1-K1-E12 

Seq. No. 180564 

Seq. ID LIB3176-040-P1-K1-F10 

Seq. No. 180565 

Seq. ID LIB3176-040-P1-K1-G9 

Seq. No. 180566 

Seq. ID LIB3176-040-P1-K1-H11 

Seq. No. 180567 

Seq. ID LIB3176-040-P1-K1-H12 

Seq. No. 180568 

Seq. ID LIB3176-040-P1-K1-H2 

Seq. No. 180569 

Seq. ID LIB3176-040-P1-K1-H8 

Seq. No. 180570 

Seq. ID LIB3176-041-P1-K1-C2 



24817 



o 



Seq. 
Seq. 


No. 

ID 


180571 
LIB3176- 


041 


-PI- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


180572 
LIB3176- 


041 


-PI- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


180573 
LIB3176- 


041 


-PI 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


180574 
LIB3176- 


041 


-PI 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


180575 
LIB3176- 


041 


-PI 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


180576 
LIB3176- 


041 


-PI 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


180577 
LIB3176- 


041 


-PI 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


180578 
LIB3176- 


041 


-PI 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


180579 
LIB3176- 


041 


-PI 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


180580 
LIB3176- 


042 


-PI 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


180581 
LIB3176- 


042 


-PI 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


180582 
LIB3176- 


042 


-PI 


-Kl 


-B3 


Seq. 
Seq. 


No. 

JD 


180583 
LIB3176- 


042 


-PI 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


180584 
LIB3176- 


■042 


-PI 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


180585 
LIB3176- 


■042 


-PI 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


180586 
LIB3176- 


■042 


-PI 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


180587 
LIB3176- 


■042 


-PI 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


180588 
LIB3176- 


■043 


-PI 


-Kl 


-A12 


Seq. 
Seq. 


No. 
ID 


180589 
LIB3176- 


-043 


-PI 


-Kl 


-A2 



24818 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180590 

LIB317 6-043-P1-K1-A3 
180591 

LIB317 6-043-P1-K1-A6 
180592 

LIB317 6-04 3-P1-K1-A8 
180593 

LIB3176-043-P1-K1-B1 
180594 

LIB317 6-043-P1-K1-B10 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



180595 

LIB317 6-043-P1-K1-B11 
180596 

LIB317 6-043-P1-K1-B4 
180597 

LIB317 6-043-P1-K1-B8 
180598 

LIB3176-043-P1-K1-C2 
180599 

LIB317 6-043-P1-K1-C3 

180600 

LIB317 6-043-P1-K1-C7 
180601 

LIB317 6-043-P1-K1-D2 
180602 

LIB317 6-043-P1-K1-D3 
180603 

LIB3176-043-P1-K1-D4 
180604 

LIB317 6-043-P1-K1-D6 
180605 

LIB317 6-043-P1-K1-D7 
180606 

LIB317 6-043-P1-K1-D8 
180607 

LIB317 6-04 3-P1-K1-E12 



Seq. No. 
Seq. ID 



180608 

LIB317 6-043-P1-K1-E4 



24819 



0 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180609 

LIB3176-043-P1-K1-F1 



180610 
LIB3176-043- 



■P1-K1-F12 



Seq. No. 
Seq. ID 



180611 

LIB3176-043-P1-K1-F4 



Seq. No. 
Seq. ID 



180612 

LIB3176-043- 



■P1-K1-G5 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180613 
LIB3176-043- 

180614 

LIB3176-043- 



■P1-K1-H12 



P1-K1-H3 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180615 

LIB3176-044- 

180616 
LIB3176-044- 



■P1-K1-A1 



P1-K1-A9 



180617 

LIB317 6-04 4-P1-K1-B7 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180618 

LIB317 6-044-P1-K1-C1 



180619 
LIB3176-044- 

180620 

LIB3176-044- 
180621 

LIB3176-044- 



P1-K1-C12 



■P1-K1-C8 



■P1-K1-D10 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180622 

LIB3176-044- 
180623 

LIB3176-044- 



P1-K1-D5 



■P1-K1-E11 



Seq. No. 
Seq. ID 



180624 

LIB3176-044- 



P1-K1-E7 



Seq. No. 
Seq. ID 



180625 

LIB3176-044- 



P1-K1-F12 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180626 
LIB3176-044- 

180627 

LIB3176-044- 



■P1-K1-F8 



P1-K1-G1 



24820 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180628 

LIB3176-044-P1-K1-G9 
180629 

LIB317 6-044-P1-K1-H10 
180630 

LIB317 6-0 4 4-P1-K1-H6 
180631 

LIB317 6-045-P1-K1-A12 
180632 

LIB317 6-045-P1-K1-A8 
180633 

LIB317 6-045-P1-K1-B11 
180634 

LIB317 6-045-P1-K1-B8 
180635 

LIB3176-045-P1-K1-C9 
180636 

LIB317 6-045-P1-K1-E11 
180637 

LIB3176-045-P1-K1-E4 
180638 

LIB317 6-04 5-P1-K1-E6 
180639 

LIB317 6-045-P1-K1-G10 
180640 

LIB317 6-045-P1-K1-G4 

180641 

LIB3176-045-P1-K1-G7 
180642 

LIB3176-045-P1-K1-H7 
180643 

LIB317 6-04 6-P1-K1-A12 
180644 

LIB3176-046-P1-K1-A4 

180645 

LIB317 6-04 6-P1-K1-A6 
180646 

LIB317 6-04 6-P1-K1-C1 



24821 



II 



Seq. No. 180647 

Seq. ID LIB3176-046-P1-K1-C11 

Seq. No. 180648 

Seq. ID LIB3176-046-P1-K1-C4 

Seq. No. 180649 

Seq. ID LIB3176-046-P1-K1-C6 

Seq. No. 180650 

Seq. ID LIB3176-046-P1-K1-D3 

Seq. No. 180651 

Seq. ID LIB3176-046-P1-K1-E12 

Seq. No. 180652 

Seq. ID LIB3176-046-P1-K1-E3 

Seq. No. 180653 

Seq. ID LIB3176-046-P1-K1-F5 

Seq. No. 180654 

Seq. ID LIB3176-046-P1-K1-G3 

Seq. No. 180655 

Seq. ID LIB3176-046-P1-K1-G4 

Seq. No. 180656 

Seq. ID LIB3176-046-P1-K1-H7 

Seq. No. 180657 

Seq. ID LIB3176-047-P1-K1-C5 

Seq. No. 180658 

Seq. ID LIB3176-047-P1-K1-D9 

Seq. No. 180659 

Seq. ID LIB3176-047-P1-K1-F7 

Seq. No. 180660 

Seq. ID LIB3176-047-P1-K1-G5 

Seq. No. 180661 

Seq. ID LIB3176-047-P1-K1-G7 

Seq. No. 180662 

Seq. ID LIB3176-047-P1-K1-H11 

Seq. No. 180663 

Seq. ID LIB3176-048-P1-K1-C10 

Seq. No. 180664 

Seq. ID LIB3176-048-P1-K1-C3 

Seq. No. 180665 

Seq. ID LIB3176-048-P1-K1-C8 



24822 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



180666 

LIB317 6-048-P1-K1-F10 
180667 

LIB317 6-048-P1-K1-F12 
180668 

LIB317 6-04 8-P1-K1-F9 
180669 

LIB317 6-04 9-P1-K1-B8 
180670 

LIB317 6-04 9-P1-K1-C10 
180671 

LIB317 6-04 9-P1-K1-C12 
180672 

LIB317 6-04 9-P1-K1-D11 
180673 

LIB3176-049-P1-K1-F1 
180674 

LIB317 6-04 9-P1-K1-F7 
180675 

LIB3176-049-P1-K1-F9 
180676 

LIB317 6-04 9-P1-K1-G1 
180677 

LIB317 6-050-P1-K1-B2 

180678 

LIB3176-050-P1-K1-C7 
180679 

LIB3176-050-P1-K1-E1 
180680 

LIB317 6-050-P1-K1-E7 
180681 

LIB317 6-050-P1-K1-H11 
180682 

LIB317 6-051-P1-K1-B10 
180683 

LIB317 6-051-P1-K1-B8 
180684 

LIB3176-051-P1-K1-D7 



24823 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180685 

LIB3176-051-P1-K1-F11 

180686 

LIB317 6-052-P1-K1-A8 



180687 
LIB3176- 



052-P1-K1-A9 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180688 

LIB3176-052-P1-K1-B7 



180689 
LIB3176- 



■052-P1-K1-B8 



180690 

LIB3176-052-P1-K1-B9 



180691 
LIB3176- 

180692 
LIB3176- 



052-P1-K1-D3 



■052-P1-K1-E10 



180693 

LIB317 6-052-P1-K1-E11 



180694 
LIB3176- 

180695 
LIB3176- 



■052-P1-K1-E4 



052-P1-K1-E9 



180696 

LIB317 6-052-P1-K1-G10 



180697 
LIB3176- 



■052-P1-K1-G12 



180698 

LIB317 6-052-P1-K1-H3 
180699 

LIB317 6-052-P1-K1-H4 
180700 

LIB317 6-053-P1-K1-B4 
180701 

LIB317 6-053-P1-K1-C7 
180702 

LIB317 6-053-P1-K1-D3 



180703 
LIB3176- 



053-P1-K1-E8 



24824 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180704 

LIB317 6-053-P1-K1-F2 



180705 
LIB3176- 



■053-P1-K1-H10 



180706 

LIB317 6-054-P1-K1-A5 
180707 

LIB3176-05 4-P1-K1-B5 



180708 
LIB3176- 

180709 
LIB3176- 

180710 
LIB3176- 

180711 
LIB3176- 

180712 
LIB3176- 



■054-P1-K1-D6 



054-P1-K1-E8 



■054-P1-K1-F6 



■054-P1-K1-G2 



055-P1-K1-A1 



180713 

LIB317 6-055-P1-K1-A10 



180714 
LIB3176- 



055-P1-K1-A12 



180715 

LIB317 6-055-P1-K1-A2 
180716 

LIB317 6-055-P1-K1-A3 
180717 

LIB317 6-055-P1-K1-A8 
180718 

LIB317 6-055-P1-K1-B1 
180719 

LIB317 6-055-P1-K1-B10 
180720 

LIB317 6-055-P1-K1-B8 



180721 
LIB3176- 



055-P1-K1-C3 



180722 

LIB3176-055-P1-K1-C4 



24825 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180723 

LIB3176-055- 
180724 

LIB3176-055- 



P1-K1-D1 



P1-K1-D3 



Seq. No. 
Seq. ID 



180725 

LIB3176-055- 



P1-K1-D5 



Seq. No. 
Seq. ID 



180726 
LIB3176-055- 



P1-K1-E1 



Seq. No. 
Seq. ID 



180727 

LIB3176-055- 



P1-K1-E10 



Seq. No. 
Seq. ID 



180728 

LIB3176-055- 



P1-K1-E5 



Seq. No. 
Seq. ID 



180729 
LIB3176-055- 



P1-K1-F1 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180730 
LIB3176-055- 

180731 

LIB3176-055- 
180732 

LIB3176-055- 



P1-K1-F11 



P1-K1-F3 



■P1-K1-F5 



180733 

LIB317 6-055-P1-K1-F7 



180734 

LIB3176-055- 
180735 

LIB3176-055- 



■P1-K1-F9 



■P1-K1-G1 



Seq. No. 
Seq. ID 



180736 
LIB3176-055- 



■P1-K1-G10 



Seq. No. 
Seq. ID 



180737 

LIB3176-055- 



P1-K1-G11 



Seq. No. 
Seq. ID 



180738 

LIB3176-055- 



P1-K1-G3 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180739 

LIB317 6-055-P1-K1-H4 



180740 
LIB3176-056- 



P1-K1-C3 



Seq. No. 
Seq. ID 



180741 

LIB3176-056- 



P1-K1-D9 



24826 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180742 
LIB3176- 

180743 
LIB3176- 



056-P1-K1-G4 
056-P1-K1-H8 



180744 

LIB3176-057-P1-K1-C10 



180745 
LIB3176- 

180746 
LIB3176- 



057-P1-K1-D10 



057-P1-K1-D12 



180747 

LIB317 6-057-P1-K1-D9 



180748 
LIB3176- 



057-P1-K1-E3 



180749 

LIB3176-057-P1-K1-F12 



180750 
LIB3176- 

180751 
LIB3176- 



058-P1-K1-B4 



058-P1-K1-C10 



180752 

LIB3176-058-P1-K1-C11 



180753 
LIB3176- 

180754 
LIB3176- 

180755 
LIB3176- 

180756 
LIB3176- 

180757 
LIB3176- 



058-P1-K1-F10 



058-P1-K1-F6 



059-P1-K1-A10 



059-P1-K1-B10 



■059-P1-K1-B2 



180758 

LIB3176-059-P1-K1-B5 



180759 
LIB3176- 

180760 
LIB3176- 



■059-P1-K1-C12 



059-P1-K1-C3 



24827 



Seq. No. 180761 

Seq. ID LIB3176-059-P1-K1-C8 

Seq. No. 180762 

Seq. ID LIB3176-059-P1-K1-H4 

Seq. No. 180763 

Seq. ID LIB3176-060-P1-K1-A1 

Seq. No. 180764 

Seq. ID LIB3176-060-P1-K1-A9 

Seq. No. 180765 

Seq. ID LIB3176-060-P1-K1-B4 

Seq. No. 180766 

Seq. ID LIB3176-060-P1-K1-B6 

Seq. No. 180767 

Seq. ID LIB3176-060-P1-K1-C7 

Seq. No. 180768 

Seq. ID LIB3176-060-P1-K1-C8 

Seq. No. 180769 

Seq. ID LIB3176-060-P1-K1-D2 

Seq. No. 180770 

Seq. ID LIB3176-060-P1-K1-D6 

Seq. No. 180771 

Seq. ID LIB3176-060-P1-K1-E10 

Seq. No. 180772 

Seq. ID LIB3176-060-P1-K1-E4 

Seq. No. 180773 

Seq. ID LIB3176-060-P1-K1-F12 

Seq. No. 180774 

Seq. ID LIB3176-060-P1-K1-G7 

Seq. No. 180775 

Seq. ID LIB3176-060-P1-K1-H3 

Seq. No. 180776 

Seq. ID LIB3176-061-P1-K1-A9 

Seq. No. 180777 

Seq. ID LIB3176-061-P1-K1-B8 

Seq. No. 180778 

Seq. ID LIB3176-061-P1-K1-B9 

Seq. No. 180779 

Seq. ID LIB3176-061-P1-K1-C12 



24828 



II 



Seq. 
Seq. 


No. 

ID 


180780 
LIB3176- 


061 


-PI 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


180781 
LIB3176- 


061 


-PI 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


180782 
LIB3176- 


061 


-PI 


-Kl 


-Dl 


Seq. 
Seq. 


No. 
ID 


180783 
LIB3176- 


061 


-PI 


-Kl 


-E10 


Seq. 
Seq. 


No. 
ID 


180784 
LIB3176- 


061 


-PI 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


180785 
LIB3176- 


062 


-PI 


-Kl 


-B10 


Seq. 
Seq. 


No. 
ID 


180786 
LIB3176- 


062 


-PI 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


180787 
LIB3176- 


062 


-PI 


-Kl 


-CIO 


Seq. 
Seq. 


No. 

ID 


180788 
LIB3176- 


062 


-PI 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


180789 
LIB3176- 


062 


-PI 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


180790 
LIB3176- 


062 


-PI 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


180791 
LIB3176- 


062 


-PI 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


180792 
LIB3176- 


063 


-PI 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


180793 
LIB3176- 


-063 


-PI 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


180794 
LIB3176- 


■063 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


180795 
LIB3176- 


•063 


-PI 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


180796 
LIB3176- 


■063 


-PI 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


180797 
LIB3176- 


■063 


-PI 


-Kl 


-G7 


Seq. 
Seq. 


No. 
ID 


180798 
LIB3176- 


-063 


-PI 


-Kl 


-H10 



24829 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180799 
LIB3176-063- 

180800 
LIB3176-064- 

180801 
LIB3176-064- 

180802 

LIB3176-064- 

180803 
LIB3176-064- 

180804 

LIB3176-064- 

180805 
LIB3176-064- 

180806 
LIB3176-064- 

180807 
LIB3176-064- 

180808 

LIB3176-064- 



P1-K1-H8 



P1-K1-A3 



P1-K1-A8 



P1-K1-D1 



P1-K1-F12 



P1-K1-F5 



■P1-K1-F7 



P1-K1-G11 



P1-K1-G4 



P1-K1-G9 



180809 

LIB317 6-065-P1-K1-A10 



180810 

LIB3176-065- 



P1-K1-A8 



180811 

LIB3176-065-P1-K1-B9 



180812 

LIB3176-065- 
180813 

LIB3176-065- 
180814 

LIB3176-065- 



P1-K1-C7 



P1-K1-C9 



P1-K1-D8 



180815 

LIB3176-065-P1-K1-F7 



180816 
LIB3176-065- 



P1-K1-F9 



180817 

LIB317 6-065-P1-K1-G9 



24830 



CI 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180818 

LIB3176-065- 



P1-K1-H10 



180819 

LIB3176-065-P1-K1-H12 
180820 

LIB317 6-065-P1-K1-H3 



180821 

LIB3176-065- 



P1-K1-H5 



180822 

LIB3176-065-P1-K1-H8 



180823 
LIB3176-065- 

180824 

LIB3176-066- 
180825 

LIB3176-066- 

180826 
LIB3176-066- 

180827 

LIB3176-066- 
180828 

LIB3176-066- 

180829 
LIB3176-066- 

180830 

LIB3176-066- 
180831 

LIB3176-066- 



P1-K1-H9 



P1-K1-B11 



P1-K1-B3 



P1-K1-B4 



P1-K1-B5 



P1-K1-B8 



P1-K1-C10 



P1-K1-D10 



P1-K1-D12 



180832 

LIB317 6-066-P1-K1-D7 
180833 

LIB3176-066-P1-K1-D9 



180834 

LIB3176-066- 

180835 
LIB3176-066- 



■P1-K1-E2 



■P1-K1-E8 



180836 

LIB317 6-066-P1-K1-E9 



24831 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180837 

LIB3176-066-P1-K1-F10 

180838 

LIB3176-066-P1-K1-F11 



180839 
LIB3176- 



066-P1-K1-F5 



180840 

LIB317 6-066-P1-K1-G12 



180841 
LIB3176- 

180842 
LIB3176- 



066-P1-K1-G8 
066-P1-K1-G9 



180843 

LIB317 6-066-P1-K1-H4 

180844 

LIB3176-066-P1-K1-H6 
180845 

LIB3176-066-P1-K1-H7 
180846 

LIB3176-066-P1-K1-H8 



180847 
LIB3176- 

180848 
LIB3176- 

180849 
LIB3176- 



■067-P1-K1-C2 



067-P1-K1-C4 



067-P1-K1-C7 



180850 

LIB317 6-067-P1-K1-E8 



180851 
LIB3176- 



067-P1-K1-F10 



180852 

LIB317 6-0 67-P1-K1-F2 
180853 

LIB317 6-067-P1-K1-F3 



180854 
LIB3176- 



■067-P1-K1-G8 



180855 

LIB3176-068-P1-K1-A1 



24832 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

...Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



180856 

LIB3176-068-P1-K1-A11 
180857 

LIB3176-068-P1-K1-A12 
180858 

LIB3176-068-P1-K1-C9 
180859 

LIB3176-068-P1-K1-D6 
180860 

LIB3176-068-P1-K1-D9 
180861 

LIB3176-068-P1-K1-E7 
180862 

LIB3176-068-P1-K1-G4 
180863 

LIB3176-068-P1-K1-G5 
180864 

LIB317 6-069-P1-K1-A10 
180865 

LIB3176-069-P1-K1-F6 
180866 

LIB317 6-069-P1-K1-G6 
180867 

LIB317 6-069-P1-K1-H2 
180868 

LIB3176-070-P1-K1-A6 
180869 

LIB317 6-070-P1-K1-B6 

180870 

LIB3176-070-P1-K1-B7 
180871 

LIB317 6-07 0-P1-K1-B8 
180872 

LIB3176-070-P1-K1-C2 
180873 

LIB317 6-070-P1-K1-C3 
180874 

LIB3176-070-P1-K1-C7 



2483.3 



Seq. No. 180875 

Seq. ID LIB3176-070-P1-K1-E6 

Seq. No. 180876 

Seq. ID LIB3176-070-P1-K1-E7 

Seq. No. 180877 

Seq. ID LIB3176-070-P1-K1-E9 

Seq. No. 180878 

Seq. ID LIB3176-070-P1-K1-F11 

Seq. No. 180879 

Seq. ID LIB3176-070-P1-K1-F7 

Seq. No. 180880 

Seq. ID LIB3176-070-P1-K1-G1 

Seq. No. 180881 

Seq. ID LIB3176-070-P1-K1-G11 

Seq. No. 180882 

Seq. ID LIB3176-071-P1-K1-A1 

Seq. No. 180883 

Seq. ID LIB3176-071-P1-K1-A9 

Seq. No. 180884 

Seq. ID LIB3176-071-P1-K1-E12 

Seq. No. 180885 

Seq. ID LIB3176-071-P1-K1-E3 

Seq. No. 180886 

Seq. ID LIB3176-071-P1-K1-E8 

Seq. No. 180887 

Seq. ID LIB3176-071-P1-K1-E9 

Seq. No. 180888 

Seq. ID LIB3176-071-P1-K1-G6 

Seq. No. 180889 

Seq. ID LIB3176-071-P1-K1-G8 

Seq. No. 180890 

Seq. ID LIB3176-073-P1-K1-A10 

Seq. No. 180891 

Seq. ID LIB3176-073-P1-K1-A12 

Seq. No. 180892 

Seq. ID LIB3176-073-P1-K1-C2 

Seq. No. 180893 

Seq. ID LIB3176-073-P1-K1-C6 



24834 



4§ 



Seq. No. 180894 

Seq. ID LIB3176-073-P1-K1-C8 

Seq. No. 180895 

Seq. ID LIB3176-073-P1-K1-C9 

Seq. No. 180896 

Seq. ID LIB3176-073-P1-K1-D9 

Seq. No. 180897 

Seq. ID LIB3176-073-P1-K1-E6 

Seq. No. 180898 

Seq. ID LIB3176-073-P1-K1-E8 

Seq. No. 180899 

Seq. ID LIB3176-073-P1-K1-F7 

Seq. No. 180900 

Seq. ID LIB3176-073-P1-K1-H10 

Seq. No. 180901 

Seq. ID LIB3176-073-P1-K1-H11 

Seq. No. 180902 

Seq. ID LIB3176-073-P1-K1-H3 

Seq. No. 180903 

Seq. ID LIB31T6-074-P1-K1-A1 

Seq. No. 180904 

Seq. ID LIB3176-074-P1-K1-A10 

Seq. No. 180905 

Seq. ID LIB3176-074-P1-K1-A11 

Seq. No. 180906 

Seq. ID LIB3176-074-P1-K1-B11 

Seq. No. 180907 

Seq. ID LIB3176-074-P1-K1-B8 

Seq. No. 180908 

Seq. ID LIB3176-074-P1-K1-B9 

Seq. No. 180909 

Seq. ID LIB3176-074-P1-K1-C11 

Seq. No. 180910 

Seq. ID LIB3176-074-P1-K1-D12 

Seq. No. 180911 

Seq. ID LIB3176-074-P1-K1-D6 

Seq. No. 180912 

Seq. ID LIB3176-074-P1-K1-D7 



24835 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



180913 

LIB317 6-074-P1-K1-E11 
180914 

LIB317 6-074-P1-K1-E7 
180915 

LIB3176-074-P1-K1-E8 
180916 

LIB3176-074-P1-K1-G1 
180917 

LIB317 6-074-P1-K1-H5 
180918 

LIB317 6-083-P1-K1-B2 
180919 

LIB317 6-083-P1-K1-C5 
180920 

LIB317 6-083-P1-K1-D11 
180921 

LIB3176-083-P1-K1-E4 
180922 

LIB317 6-083-P1-K1-G10 
180923 

LIB317 6-083-P1-K1-G6 
180924 

LJB3176-084-P1-K1-C12 
180925 

LIB317 6-084-P1-K1-C4 
180926 

LIB317 6-084-P1-K1-F2 
180927 

LIB317 6-085-P1-K1-A7 
180928 

LIB317 6-085-P1-K1-B12 
180929 

LIB3176-085-P1-K1-D10 
180930 

LIB317 6-085-P1-K1-E7 
180931 

LIB317 6-085-P1-K1-F11 



24836 



II 



Seq. 


No. 


180932 












Seq. 


ID 


LIB3176- 


-086 


-Pl 


-Kl 


-C5 


Seq. 


No. 


180933 












Seq. 


ID 


LIB3176- 


■086 


-PI 


-Kl 


-C9 


Seq. 


No. 


180934 












Seq. 


ID 


LIB3176- 


-08 


6 


-PI 


-Kl 


-D5 


Seq. 


No. 


180935 












Seq. 


ID 


LIB3176- 


-086 


-PI 


-Kl 


-F3 


Seq. 


No. 


180936 












Seq. 


ID 


LIB3176- 


■08 


6 


-PI 


-Kl 


-Gil 


Seq. 


No. 


180937 












Seq. 


ID 


LIB3176- 


■08 


6 


-PI 


-Kl 


-G5 


Seq. 


No. 


180938 












Seq. 


ID 


LIB3176- 


■08 


6 


-PI 


-Kl 


-Hll 


Seq. 


No. 


180939 












Seq. 


ID 


LIB3176- 


08 


6 


-PI 


-Kl 


-H12 


Seq. 


No. 


180940 












Seq. 


ID 


LIB3176- 


08 


7 


-PI 


-Kl 


-Bl 


Seq. 


No. 


180941 












Seq. 


ID 


LIB3176- 


08 


7 


-PI 


-Kl 


-D12 


Seq. 


No. 


180942 












Seq. 


ID 


LIB3176- 


08 


8 


-PI 


-Kl 


-A2 


Seq. 


No. 


180943 












Seq. 


ID 


LIB3176- 


08 


8 


-PI 


-Kl 


-B5 


Seq. 


No. 


180944 












Seq. 


ID 


LIB3176- 


08 


8 


-PI 


-Kl 


-D5 


Seq. 


No. 


180945 












Seq. 


ID 


LIB3176- 


08 


8 


-PI 


-Kl- 


-E2 


Seq. 


No. 


180946 












Seq. 


ID 


LIB3176- 


08 


8- 


-PI 


-Kl- 


-G6 


Seq. 


No. 


180947 












Seq. 


ID 


LIB3176- 


08 


8- 


-PI 


-Kl- 


-H4 


Seq. 


No. 


180948 












Seq. 


ID 


LIB3176- 


089- 


-PI- 


-Kl- 


-Bll 


Seq. 


No. 


180949 












Seq. 


ID 


LIB3176- 


089- 


-PI- 


-Kl- 


-B6 


Seq. 


No. 


180950 












Seq. 


ID 


LIB3176- 


08 


9- 


-Pl- 


-Kl- 


-C10 



24837 



# 



Seq. No. 180951 

Seq. ID LIB3176-089-P1-K1-C2 

Seq. No. 180952 

Seq. ID LIB3176-089-P1-K1-C7 

Seq. No. 180953 

Seq. ID LIB3176-089-P1-K1-C9 

Seq. No. 180954 

Seq. ID LIB3176-089-P1-K1-D3 

Seq. No. 180955 

Seq. ID LIB3176-089-P1-K1-D5 

Seq. No. 180956 

Seq. ID LIB3176-089-P1-K1-D8 

Seq. No. 180957 

Seq. ID LIB3176-089-P1-K1-E2 

Seq. No. 180958 

Seq. ID LIB3176-089-P1-K1-H9 

Seq. No. 180959 

Seq. ID LIB3176-090-P1-K1-A6 

Seq. No. 180960 

Seq. ID LIB3176-090-P1-K1-B8 

Seq. No. 180961 

Seq. ID LIB3176-090-P1-K1-D10 

Seq. No. 180962 

Seq. ID LIB3176-090-P1-K1-D6 

Seq. No. 180963 

Seq. ID ■ LIB3176-090-P1-K1-E10 

Seq. No. 180964 

Seq. ID LIB3176-090-P1-K1-F1 

Seq. No. 180965 

Seq. ID LIB3176-090-P1-K1-F7 

Seq. No. 180966 

Seq. ID LIB3176-091-P1-K1-A3 

Seq. No. 180967 

Seq. ID LIB3176-091-P1-K1-A4 

Seq. No. 180968 

Seq. ID LIB3176-091-P1-K1-D7 

Seq. No. 180969 

Seq. ID LIB3176-091-P1-K1-D9 



24838 



0 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



180970 

LIB317 6-091-P1-K1-F9 



180971 
LIB3176- 



•091-P1-K1-H4 



180972 

LIB3176-091-P1-K1-H7 
180973 

LIB3176-092-P1-K1-A6 



180974 
LIB3176- 

180975 
LIB3176- 

180976 
LIB3176- 

180977 
LIB3176- 



092-P1-K1-B8 
092-P1-K1-E9 
092-P1-K1-F7 
■092-P1-K1-G6 



180978 

LIB317 6-092-P1-K1-H10 
180979 

LIB317 6-092-P1-K1-H11 

180980 

LIB317 6-093-P1-K1-A5 



180981 
LIB3176- 

180982 
LIB3176- 



■093-P1-K1-A6 



093-P1-K1-A9 



180983 

LIB317 6-0 93-P1-K1-B10 



180984 
LIB3176- 

180985 
LIB3176- 

180986 
LIB3176- 



093-P1-K1-B5 



093-P1-K1-D1 



093-P1-K1-D11 



180987 

LIB3176-093-P1-K1-E1 



180988 
LIB3176- 



093-P1-K1-E6 



24839 



• 



Seq. 


No. 


180989 


Seq. 


ID 


LIB3176 


Seq. 


No. 


180990 


Seq. 


ID 


LIB3176 


Seq. 


No. 


180991 


Seq. 


ID 


LIB3176 


Seq. 


No. 


180992 


Seq. 


ID 


LIB3176 


Seq. 


No. 


180993 


Seq. 


ID 


LIB3176 


Seq. 


No. 


180994 


Seq. 


ID 


LIB3176 


Seq. 


No. 


180995 


Seq. 


ID 


LIB3176 


Seq. 


No. 


180996 


Seq. 


ID 


LIB3176 


Seq. 


No. 


180997 


Seq. 


ID 


LIB3176 


Seq. 


No. 


180998 


Seq. 


ID 


LIB3176 


Seq. 


No. 


180999 


Seq. 


ID 


LIB3176 


Seq. 


No. 


181000 


Seq. 


ID 


LIB3176 


Seq. 


No. 


181001 


Seq. 


ID 


LIB3176 


Seq. 


No. 


181002 


Seq. 


ID 


LIB3176 


Seq. 


No. 


181003 


Seq. 


ID 


LIB3176 


Seq. 


No. 


181004 


Seq. 


ID 


LIB3176 


Seq. 


No. 


181005 


Seq. 


ID 


LIB3176- 


Seq. 


No. 


181006 


Seq. 


ID 


LIB3176- 


Seq. 


No. 


181007 


Seq. 


ID 


LIB3176- 



■093-P1-K1-F1 

■093-P1-K1-F11 

■093-P1-K1-F4 

■093-P1-K1-F6 

■093-P1-K1-G10 

■093-P1-K1-G5 

■093-P1-K1-G6 

■093-P1-K1-H11 

■093-P1-K1-H6 

■093-P1-K1-H8 

•094-P1-K1-A12 

■ 094-P1-K1-A2 

094-P1-K1-B9 

094-P1-K1-C5 

094-P1-K1-C6 

094-P1-K1-D7 

094-P1-K1-E1 

094-P1-K1-E3 

094-P1-K1-F12 

24840 



Seq. 
Seq. 


No. 

ID 


181008 
LIB3176- 


■094 


-PI 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


181009 
LIB3176- 


•094 


-PI 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


181010 
LIB3176- 


094 


-PI 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


181011 
LIB3176- 


094 


-PI 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


181012 
LIB3176- 


094 


-PI 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


181013 
LIB3176- 


094 


-PI 


-Kl 


-G6 


Seq. 
Seq. 


No. 
ID 


181014 
LIB3176- 


094 


-PI 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


181015 
LIB3176- 


094 


-PI 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


181016 
LIB3176- 


094 


-PI 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


181017 
LIB3176- 


095 


-PI 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


181018 
LIB3176- 


095 


-PI 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


181019 
LIB3176- 


095 


-PI 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


181020 
LIB3176- 


095 


-PI 


-Kl 


-B6 


Seq. 
Seq. 


No. 

ID 


181021 
LIB3176- 


095 


-PI 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


181022 
LIB3176- 


095 


-PI 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 
ID 


181023 
LIB3176- 


095 


-PI 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


181024 
LIB3176- 


095 


-PI 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


181025 
LIB3176- 


095 


-PI 


-Kl- 


-C6 


Seq. 
Seq. 


No. 
ID 


181026 
LIB3176- 


095 


-PI 


-Kl- 


-CI 



24841 



Seq. 
Seq. 


No. 

ID 


181027 
LIB3176- 


-095 


-Pl 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


181028 
LIB3176- 


-095 


-PI 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


181029 
LIB3176- 


-095 


-PI 


-Kl 


-E6 


Seq. 
Seq. 


No. 

ID 


181030 
LIB3176- 


-095 


-PI 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


181031 
LIB3176- 


-095 


-PI 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


181032 
LIB3176- 


-095 


-PI 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


181033 
LIB3176- 


■095 


-PI 


-Kl 


-F4 


Seq. 
Seq. 


No. 
ID 


181034 
LIB3176- 


■095 


-PI 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


181035 
LIB3176- 


-095 


-PI 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


181036 
LIB3176- 


-096 


-PI 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


181037 
LIB3176- 


-096 


-Pl- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


181038 
LIB3176- 


-096 


-Pl- 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


181039 
LIB3176- 


096- 


-Pl- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


181040 
LIB3176- 


096- 


-PI- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


181041 
LIB3176- 


096- 


-PI- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


181042 
LIB3176- 


096- 


-Pl- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


181043 
LIB3176- 


096- 


-Pl- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


181044 
LIB3176- 


096- 


-Pl- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 
ID 


181045 
LIB3176- 


096- 


-Pl- 


-Kl- 


-E6 



24842 



Seq. No. 181046 

Seq. ID LIB3176-096-P1-K1-F11 

Seq. No. 181047 

Seq. ID LIB3176-096-P1-K1-F2 

Seq. No. 181048 

Seq. ID LIB3176-096-P1-K1-F3 

Seq. No. 181049 

Seq. ID LIB3176-096-P1-K1-F5 

Seq. No. 181050 

Seq. ID LIB3176-096-P1-K1-G3 

Seq. No. 181051 

Seq. ID LIB3176-096-P1-K1-G6 

Seq. No. 181052 

Seq. ID LIB3176-096-P1-K1-G7 

Seq. No. 181053 

Seq. ID LIB3176-096-P1-K1-H4 

Seq. No. 181054 

Seq. ID LIB3176-097-P1-K1-A7 

Seq. No. 181055 

Seq. ID LIB3176-097-P1-K1-B12 

Seq. No. 181056 

Seq. ID LIB3176-097-P1-K1-B6 

Seq. No. 181057 

Seq. ID LIB3176-097-P1-K1-C1 

Seq. No. 181058 

Seq. ID LIB3176-097-P1-K1-D11 

Seq. No. 181059 

Seq. ID LIB3176-097-P1-K1-H7 

Seq. No. 181060 

Seq. ID LIB3176-098-P1-K1-A11 

Seq. No. 181061 

Seq. ID LIB3176-098-P1-K1-A6 

Seq. No. 181062 

Seq. ID LIB3176-098-P1-K1-B11 

Seq. No. 181063 

Seq. ID LIB3176-098-P1-K1-C4 

Seq. No. 181064 

Seq. ID LIB3176-098-P1-K1-D11 



248 



# 



Seq. No. 181065 

Seq. ID LIB3176-098-P1-K1-F10 

Seq. No. 181066 

Seq. ID LIB3176-098-P1-K1-F12 

Seq. No. 181067 

Seq. ID LIB3176-098-P1-K1-F8 

Seq. No. 181068 

Seq. ID LIB3176-098-P1-K1-H2 

Seq. No. 181069 

Seq. ID LIB3176-098-P1-K1-H3 

Seq. No. 181070 

Seq. ID LIB3176-099-P1-K1-A3 

Seq. No. 181071 

Seq. ID LIB3176-099-P1-K1-C11 

Seq. No. 181072 

Seq. ID LIB3176-099-P1-K1-D1 

Seq. No. 181073 

Seq. ID LIB3176-099-P1-K1-F2 

Seq. No. 181074 

Seq. ID LIB3176-099-P1-K1-F5 

Seq. No. 181075 

Seq. ID LIB3176-099-P1-K1-G9 

Seq. No. 181076 

Seq. ID LIB3176-099-P1-K1-H10 

Seq. No. 181077 

Seq. ID LIB3176-099-P1-K1-H4 

Seq. No. 181078 

Seq. ID LIB3176-101-P1-K1-C6 

Seq. No. 181079 

Seq. ID LIB3176-101-P1-K1-D5 

Seq. No. 181080 

Seq. ID LIB3176-101-P1-K1-E9 

Seq. No. 181081 

Seq. ID LIB3176-102-P1-K1-A12 

Seq. No. 181082 

Seq. ID LIB3176-102-P1-K1-A9 

Seq. No. 181083 

Seq. ID LIB3176-102-P1-K1-B1 



24844 



Seq. 
Seq. 


No. 

ID 


181084 
LIB3176- 


102 


-PI 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


181085 
LIB3176- 


102 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


181086 
LIB3176- 


102 


-PI 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


181087 
LIB3176- 


102 


-PI 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


181088 
LIB3176- 


102 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


181089 
LIB3176- 


102 


-PI 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


181090 
LIB3176- 


102 


-PI 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


181091 
LIB3176- 


102 


-PI 


-Kl 


-H9 


Seq. 
Seq. 


No. 

ID 


181092 
LIB3176- 


103 


-PI 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


181093 
LIB3176- 


103 


-PI 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


181094 
LIB3176- 


103 


-PI 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


181095 
LIB3176- 


103 


-PI 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


181096 
LIB3176- 


103 


-PI 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


181097 
LIB3176- 


103 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


181098 
LIB3176- 


103 


-PI 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


181099 
LIB3176- 


103 


-PI 


-Kl 


-Ell 


Seq. 
Seq. 


No. 
ID 


181100 
LIB3176- 


103 


-PI 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


181101 
LIB3176- 


103 


-PI 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


181102 
LIB3176- 


103 


-PI 


-Kl 


-F4 



24845 



CI 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181103 

LIB3176-103-P1-K1-F6 



181104 
LIB3176- 



103-P1-K1-G1 



181105 

LIB317 6-103-P1-K1-G10 



181106 
LIB3176- 

181107 
LIB3176- 

181108 
LIB3176- 

181109 
LIB3176- 

181110 
LIB3176- 

181111 
LIB3176- 

181112 
LIB3176- 

181113 
LIB3176- 

181114 
LIB3176- 

181115 
LIB3176- 



103-P1-K1-H4 



104-P1-K1-B5 



104-P1-K1-D12 



104-P1-K1-D6 



104-P1-K1-D8 



104-P1-K1-E12 



104-P1-K1-F4 



104-P1-K1-G11 



104-P1-K1-H6 



105-P1-K1-A10 



181116 

LIB3176-105-P1-K1-A12 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181117 
LIB3176- 



105-P1-K1-B3 



181118 

LIB317 6-105-P1-K1-C11 
181119 

LIB3176-105-P1-K1-C7 
181120 

LIB317 6-105-P1-K1-D10 



181121 
LIB3176- 



105-P1-K1-D8 



24846 



Seq. No. 181122 

Seq. ID LIB3176-105-P1-K1-E10 

Seq. No. 181123 

Seq. ID LIB3176-105-P1-K1-E4 

Seq. No. 181124 

Seq. ID LIB3176-105-P1-K1-E8 

Seq. No. 181125 

Seq. ID LIB3176-105-P1-K1-E9 

Seq. No. 181126 

Seq. ID LIB3176-105-P1-K1-F1 

Seq. No. 181127 

Seq. ID LIB3176-105-P1-K1-F4 

Seq. No. 181128 

Seq. ID LIB3176-105-P1-K1-G1 

Seq. No. 181129 

Seq. ID LIB3176-105-P1-K1-H11 

Seq. No. 181130 

Seq. ID LIB3176-105-P1-K1-H7 

Seq. No. 181131 

Seq. ID LIB3176-106-P1-K1-A5 

Seq. No. 181132 

Seq. ID LIB3176-106-P1-K1-A9 

Seq. No. 181133 

Seq. ID LIB3176-106-P1-K1-C11 

Seq. No. 181134 

Seq. ID LIB3176-106-P1-K1-C4 

Seq. No. 181135 

Seq. ID LIB3176-106-P1-K1-D1 

Seq. No. 181136 

Seq. ID LIB3176-106-P1-K1-E10 

Seq. No. 181137 

Seq. ID LIB3176-106-P1-K1-E2 

Seq. No. 181138 

Seq. ID LIB3176-106-P1-K1-E6 

Seq. No. 181139 

Seq. ID LIB3176-106-P1-K1-F11 

Seq. No. 181140 

Seq. ID LIB3176-106-P1-K1-F9 



24847 



Seq. No. 
Seq. ID 



181141 

LIB317 6-106-P1-K1-G4 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181142 

LIB317 6-106-P1-K1-G5 
181143 

LIB317 6-106-P1-K1-H3 



181144 
LIB3176- 



■106-P1-K1-H9 



181145 

LIB317 6-108-P1-K1-A4 

181146 

LIB3176-108-P1-K1-B11 



181147 
LIB3176- 

181148 
LIB3176- 



108-P1-K1-C10 



108-P1-K1-C8 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181149 

LIB3176-108-P1-K1-D1 
181150 

LIB317 6-10 9-P1-K1 -All 

181151 

LIB317 6-109-P1-K1-B10 



181152 
LIB3176- 



109-P1-K1-C12 



181153 

LIB317 6-109-P1-K1-C5 
181154 

LIB317 6-109-P1-K1-D5 



181155 
LIB3176- 



109-P1-K1-E10 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181156 
LIB3176- 

181157 
LIB3176- 



■109-P1-K1-E2 



■109-P1-K1-E6 



181158 

LIB317 6-109-P1-K1-F3 



181159 
LIB3176- 



109-P1-K1-G2 



24848 



Seq. No. 181160 

Seq. ID LIB3176-109-P1-K1-G3 

Seq. No. 181161 

Seq. ID LIB3176-109-P1-K1-H5 

Seq. No. 181162 

Seq. ID LIB3176-110-P1-K1-A1 

Seq. No. 181163 

Seq. ID LIB3176-110-P1-K1-A11 

Seq. No. 181164 

Seq. ID LIB3176-110-P1-K1-B5 

Seq. No. 181165 

Seq. ID LIB3176-110-P1-K1-B7 

Seq. No. 181166 

Seq. ID LIB3176-110-P1-K1-C12 

Seq. No. 181167 

Seq. ID LIB3176-110-P1-K1-C4 

Seq. No. 181168 

Seq. ID LIB3176-110-P1-K1-C5 

Seq. No. 181169 

Seq. ID LIB3176-110-P1-K1-C7 

Seq. No. 181170 

Seq. ID LIB3176-110-P1-K1-D5 

Seq. No. 181171 

Seq. ID LIB3176-110-P1-K1-E1 

Seq. No. 181172 

Seq. ID LIB3176-110-P1-K1-F1 

Seq. No. 181173 

Seq. ID LIB3176-110-P1-K1-F4 

Seq. No. 181174 

Seq. ID LIB3176-110-P1-K1-G3 

Seq. No. 181175 

Seq. ID LIB3176-110-P1-K1-G7 

Seq. No. 181176 

Seq. ID LIB3176-110-P1-K1-H7 

Seq. No. 181177 

Seq. ID LIB3176-110-P1-K1-H8 

Seq. No. 181178 

Seq. ID LIB3176-111-P1-K1-B4 



24845 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181179 

LIB317 6-111-P1-K1-D2 



181180 
LIB3176- 



■111-P1-K1-F8 



181181 

LIB3176-111-P1-K1-G6 



181182 
LIB3176- 

181183 
LIB3176- 



111-P1-K1-G7 
111-P1-K1-G8 



181184 

LIB317 6-111-P1-K1-H10 



181185 
LIB3176- 



111-P1-K1-H11 



181186 

LIB317 6-111-P1-K1-H6 



181187 
LIB3176- 



112-P1-K1-A10 



181188 

LIB317 6-112-P1-K1-A7 

181189 

LIB317 6-112-P1-K1-B3 



181190 
LIB3176- 



112-P1-K1-B4 



181191 

LIB3176-112-P1-K1-D7 

181192 

LIB317 6-112-P1-K1-D9 

181193 

LIB3176-112-P1-K1-E9 

181194 

LIB3176-112-P1-K1-G10 

181195 

LIB3176-112-P1-K1-G8 

181196 

LIB3176-113-P2-K1-A1 
181197 

LIB3176-113-P2-K1-B4 



24850 



Seq. 
Seq. 


No. 

ID 


O 

181198 
LIB3176- 


■113 


Seq. 
Seq. 


No. 

ID 


181199 
LIB3176- 


■113 


Seq. 
Seq. 


No. 

ID 


181200 
LIB3176- 


■113 


Seq. 
Seq. 


No. 

ID 


181201 
LIB3176- 


113 


Seq. 
Seq. 


No. 

ID 


181202 
LIB3176- 


113 


Seq. 
Seq. 


No. 

ID 


181203 
LIB3176- 


113 


Seq. 
Seq. 


No. 

ID 


181204 
LIB3176- 


113 


Seq. 
Seq. 


No. 

ID 


181205 
LIB3176- 


113 


Seq. 
Seq. 


No. 

ID 


181206 
LIB3176- 


113 


Seq. 
Seq. 


No. 

ID 


181207 
LIB3176- 


114 


Seq. 
Seq. 


NO. 

ID 


181208 
LIB3176- 


114 


Seq. 
Seq. 


No. 

ID 


181209 
LIB3176- 


114 


Seq. 
Seq. 


No. 

ID 


181210 
LIB3176- 


114 


Seq. 
Seq. 


No. 

ID 


181211 
LIB3176- 


114 


Seq. 
Seq. 


No. 

ID 


181212 
LIB3176- 


114 


Seq. 
Seq. 


No. 

ID 


181213 
LIB3176- 


115 


Seq. 
Seq. 


No. 

ID 


181214 
LIB3176- 


115 


Seq. 
Seq. 


No. 

ID 


181215 
LIB3176- 


115- 


Seq. 
Seq. 


No. 
ID 


181216 
LIB3176- 


115- 



■P2-K1-B5 

•P2-K1-C3 

■P2-K1-D11 

■P2-K1-D3 

■P2-K1-E12 

■P2-K1-E6 

•P2-K1-F12 

■P2-K1-F9 

•P2-K1-G7 

■P2-K1-A12 

■P2-K1-A7 

■P2-K1-C5 

■P2-K1-E11 

P2-K1-E7 

P2-K1-E9 

P2-K1-B1 

P2-K1-B12 

P2-K1-C11 

P2-K1-E10 

24851 



# 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



181217 

LIB317 6-115-P2-K1-E12 

181218 

LIB317 6-115-P2-K1-E9 
181219 

LIB3176-116-P2-K1-A10 

181220 

LIB3176-116-P2-K1-B9 
181221 

LIB317 6-116-P2-K1-C5 
181222 

LIB317 6-116-P2-K1-D2 
181223 

LIB317 6-116-P2-K1-D3 
181224 

LIB317 6-116-P2-K1-D4 
181225 

LIB317 6-116-P2-K1-D5 
181226 

LIB317 6-116-P2-K1-D8 
181227 

LIB317 6-116-P2-K1-D9 
181228 

LIB3176-116-P2-K1-E12 
181229 

LIB3176-116-P2-K1-F1 
181230 

LIB3176-116-P2-K1-F7 
181231 

LIB317 6-116-P2-K1-G10 

181232 

LIB317 6-116-P2-K1-G12 
181233 

LIB3176-117-P2-K1-B12 
181234 

LIB3176-117-P2-K1-B6 
181235 

LIB317 6-117-P2-K1-C11 



24852 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181236 

LIB3176-117-P2-K1-D12 
181237 

LIB3176-117-P2-K1-D9 



181238 

LIB3176-117- 

181239 
LIB3176-117- 

181240 

LIB3176-117- 



■P2-K1-E10 

P2-K1-E3 

P2-K1-E6 



181241 

LIB3176-117-P2-K1-G3 



181242 

LIB3176-118- 
181243 

LIB3176-118- 
181244 

LIB3176-118- 
181245 

LIB3176-119- 

181246 
LIB3176-119- 

181247 

LIB3176-119- 
181248 

LIB3176-119- 
181249 

LIB3176-119- 



■P2-K1-A9 

■P2-K1-E7 

■PZ-K1-H1 

■P2-K1-A12 

■P2-K1-B12 

■P2-K1-B7 

■P2-K1-C9 

P2-K1-D2 



181250 

LIB317 6-119-P2-K1-E11 



181251 

LIB3176-119- 
181252 

LIB3176-119- 



■P2-K1-E6 



P2-K1-G3 



181253 

LIB3176-119-P2-K1-G9 
181254 

LIB3176-119-P2-K1-H11 



24853 



II 



Seq. 
Seq. 


No. 

ID 


181255 
LIB3176- 


119- 


-P2- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


181256 
LIB3176- 


119- 


-P2- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


181257 
LIB3176- 


120- 


-P2- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


181258 
LIB3176- 


120 


-P2- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


181259 
LIB3176- 


120 


-P2 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


181260 
LIB3176- 


120 


-P2 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


181261 
LIB3176- 


120 


-P2 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


181262 
LIB3176- 


120 


-P2 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


181263 
LIB3176- 


120 


-P2 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


181264 
LIB3176- 


120 


-P2 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


181265 
LIB3176- 


120 


-P2 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


181266 
LIB3176- 


•120 


-P2 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


181267 
LIB3176- 


■120 


-P2 


-Kl 


-G9 


Seq. 
Seq. 


No. 
ID 


181268 
LIB3176- 


■120 


-P2 


-Kl 


-H10 


Seq. 
Seq. 


No. 
ID 


181269 
LIB3176- 


■120 


-P2 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


181270 
LIB3176- 


■121 


-P2 


-Kl 


-A10 


Seq. 
Seq. 


No. 
ID 


181271 
LIB3176- 


■121 


-P2 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


181272 
LIB3176- 


-121 


-P2 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


181273 
LIB3176- 


■121 


-P2 


-Kl 


-B8 



24854 



Seq. No. 
Seq. ID 



181274 

LIB3176-121-P2-K1-D2 



Seq. No. 181275 

Seq. ID LIB3176-121-P2-K1-E12 

Seq. No. 181276 

Seq. ID LIB3176-121-P2-K1-G12 

Seq. No. 181277 

Seq. ID LIB3176-122-P2-K1-A7 

Seq. No. 181278 

Seq. ID LIB3176-122-P2-K1-B7 

Seq. No. 181279 

Seq. ID LIB3176-122-P2-K1-B8 

Seq. No. 181280 

Seq. ID LIB3176-122-P2-K1-C10 

Seq. No. 181281 

Seq. ID LIB3176-122-P2-K1-C5 

Seq. No. 181282 

Seq. ID LIB3176-122-P2-K1-E5 

Seq. No. 181283 

Seq. ID LIB3176-122-P2-K1-G1 

Seq. No. 181284 

Seq. ID LIB3176-123-P2-K1-A1 

Seq. No. 181285 

Seq. ID LIB3176-123-P2-K1-A8 

Seq. No. 181286 

Seq. ID LIB3176-123-P2-K1-B12 

Seq. No. 181287 

Seq. ID LIB3176-123-P2-K1-B7 

Seq. No. 181288 

Seq. ID LIB3176-123-P2-K1-C6 

Seq. No. 181289 

Seq. ID LIB3176-123-P2-K1-D1 

Seq. No. 181290 

Seq. ID LIB3176-123-P2-K1-E10 

Seq. No. 181291 

Seq. ID LIB3176-123-P2-K1-E9 

Seq. No. 181292 

Seq. ID LIB3176-123-P2-K1-F2 



248 



Seq. 
Seq. 


No. 

ID 


181293 
LIB3176- 


■123 


-P2 


-KT 


-F9 


Seq. 
Seq. 


No. 

ID 


181294 
LIB3176- 


•123 


-P2 


-Kl 


-Gil 


Seq. 
Seq. 


No. 
ID 


181295 
LIB3176- 


123 


-P2 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


181296 
LIB3176- 


123 


-P2 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


181297 
LIB3176- 


123 


-P2 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


181298 
LIB3176- 


123 


-P2 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


181299 
LIB3177- 


002 


-Ql 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


181300 
LIB3177- 


002 


-Ql 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


181301 
LIB3177- 


002 


-Ql 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


181302 
LIB3177- 


002 


-Ql 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


181303 
LIB3177- 


003 


-PI 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


181304 
LIB3177- 


003 


-PI 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


181305 
LIB3177- 


003 


-PI 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


181306 
LIB3177- 


003 


-PI 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


181307 
LIB3177- 


003 


-PI 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


181308 
LIB3177- 


003 


-PI 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


181309 
LIB3177- 


003 


-PI 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


181310 
LIB3177- 


003 


-PI 


-Kl- 


-C4 


Seq. 
Seq. 


No. 
ID 


181311 
LIB3177- 


003 


-PI 


-Kl- 


-Dll 



24856 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



181312 

LIB3177-003-P1-K1-D2 
181313 

LIB3177-003-P1-K1-E5 
181314 

LIB3177-003-P1-K1-F11 
181315 

LIB3177-003-P1-K1-F2 
181316 

LIB3177-003-P1-K1-F3 
181317 

LIB3177-003-P1-K1-F5 
181318 

LIB317 7-003-P1-K1-F6 
181319 

LIB3177-003-P1-K1-G11 
181320 

LIB3177-003-P1-K1-G2 
181321 

LIB3177-003-P1-K1-G4 
181322 

LIB3177-003-P1-K1-H11 
181323 

LIB3177-003-P1-K1-H2 
181324 

LIB3177-003-P1-K1-H5 
181325 

LIB3177-003-P1-K2-A3 
181326 

LIB3177-003-P1-K2-B3 
181327 

LIB3177-003-P1-K2-D1 
181328 

LIB3177-003-P1-K2-D2 
181329 

LIB3177-003-P1-K2-E5 
181330 

LIB3177-003-P1-K2-F1 



24857 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



181331 

LIB3177-003-P1-K2-F11 
181332 

LIB3177-003-P1-K2-F2 
181333 

LIB3177-003-P1-K2-F5 
181334 

LIB3177-003-P1-K2-F6 
181335 

LIB3177-003-P1-K2-F8 
181336 

LIB3177-003-P1-K2-G3 
181337 

LIB3177-003-P1-K2-G5 
181338 

LIB3177-003-P1-K2-G7 
181339 

LIB3177-003-P1-K2-H2 
181340 

LIB3177-003-P1-K2-H5 
181341 

LIB3177-004-P1-K2-A10 
181342 

LIB3177-004-P1-K2-A9 
181343 

LIB3177-004-P1-K2-B1 
181344 

LIB3177-004-P1-K2-B10 
181345 

LIB3177-004-P1-K2-B3 
181346 

LIB3177-004-P1-K2-B4 
181347 

LIB3177-004-P1-K2-B5 
181348 

LIB3177-004-P1-K2-B8 
181349 

LIB3177-004-P1-K2-B9 



24858 



Seq. 
Seq. 


No. 
ID 


181350 
LIB3177 


-004 


-PI 


-K2 


-Cll 


Seq. 
Seq. 


No. 

ID 


181351 
LIB3177 


-004 


-PI 


-K2 


-C3 


Seq. 
Seq. 


No. 

ID 


181352 
LIB3177 


-004 


-PI 


-K2 


-C6 


Seq. 
Seq. 


No. 

ID 


181353 
LIB3177 


-004 


-PI 


-K2 


-C9 


Seq. 
Seq. 


No. 

ID 


181354 
LIB3177 


-004 


-PI 


-K2 


-D10 


Seq. 
Seq. 


No. 

ID 


181355 
LIB3177 


-004 


-PI 


-K2 


-D3 


Seq. 
Seq. 


No. 

ID 


181356 
LIB3177 


-004 


-PI 


-K2 


-El 


Seq. 
Seq. 


No. 

ID 


181357 
LIB3177 


-004 


-PI 


-K2 


-E2 


Seq. 
Seq. 


No. 

ID 


181358 
LIB3177 


-004 


-PI 


-K2 


-E3 


Seq. 
Seq. 


No. 

ID 


181359 
LIB3177 


-004 


-PI 


-K2 


-E4 


Seq. 
Seq. 


No. 

ID 


181360 
LIB3177 


-004 


-PI 


-K2 


-E5 


Seq. 
Seq. 


No. 

ID 


181361 
LIB3177 


-004 


-PI 


-K2 


-F12 


Seq. 
Seq. 


No. 

ID 


181362 
LIB3177 


-004 


-PI 


-K2 


-F6 


Seq. 
Seq. 


No. 

ID 


181363 
LIB3177 


-004 


-PI 


-K2 


-F9 


Seq. 
Seq. 


No. 

ID 


181364 
LIB3177 


-004 


-PI 


-K2 


-G9 


Seq. 
Seq. 


No. 

ID 


181365 
LIB3177 


-004 


-PI 


-K2 


-H7 


Seq. 
Seq. 


No. 

ID 


181366 
LIB3177 


-005 


-PI 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


181367 
LIB3177 


-005 


-PI 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


181368 
LIB3177 


-005 


-PI 


-Kl 


-Bl 



24859 



Seq. 
Seq. 


No. 

ID 


181369 
LIB3177 


-005 


-PI 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


181370 
LIB3177 


-005 


-PI 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


181371 
LIB3177 


-005 


-PI 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


181372 
LIB3177 


-005 


-PI 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


181373 
LIB3177 


-005 


-PI 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


181374 
LIB3177 


-005 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


181375 
LIB3177 


-005 


-PI 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


181376 
LIB3177 


-005 


-PI 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


181377 
LIB3177 


-005 


-PI 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


181378 
LIB3177 


-005 


-PI 


-Kl 


-E4 


Seq. 
Seq. 


No. 
ID 


181379 
LIB3177 


-005 


-PI 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


181380 
LIB3177 


-005 


-PI 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


181381 
LIB3177 


-005 


-PI 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


181382 
LIB3177 


-005 


-PI 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


181383 
LIB3177 


-005 


-PI 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


181384 
LIB3177 


-005 


-PI 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


181385 
LIB3177 


-005 


-PI 


-Kl 


-G9 


Seq. 
Seq. 


No. 
ID 


181386 
LIB3177 


-005 


-PI 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


181387 
LIB3177 


-005 


-PI 


-Kl 


-H3 



24860 



Seq. 
Seq. 


No. 

ID 


181388 
LIB3177 


-005 


-PI 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


181389 
LIB3177 


-005 


-PI 


-K2 


-A6 


Seq. 
Seq. 


No. 

ID 


181390 
LIB3177 


-005 


-PI 


-K2 


-A7 


Seq. 
Seq. 


No. 

ID 


181391 
LIB3177 


-005 


-PI 


-K2 


-A9 


Seq. 
Seq. 


No. 

ID 


181392 
LIB3177 


-005 


-PI 


-K2 


-Cll 


Seq. 
Seq. 


No. 

ID 


181393 
LIB3177 


-005 


-PI 


-K2 


-C7 


Seq. 
Seq. 


No. 

ID 


181394 
LIB3177 


-005 


-PI 


-K2 


-E10 


Seq. 
Seq. 


No. 

ID 


181395 
LIB3177 


-005 


-PI 


-K2 


-G12 


Seq. 
Seq. 


No. 

ID 


181396 
LIB3177 


-005 


-PI 


-K2 


-G5 


Seq. 
Seq. 


No. 

ID 


181397 
LIB3177 


-005 


-PI 


-K2 


-H10 


Seq. 
Seq. 


No. 

ID 


181398 
LIB3177 


-005 


-PI 


-K2 


-Hll 


Seq. 
Seq. 


No. 

ID 


181399 
LIB3177 


-005 


-PI 


-K2 


-H3 


Seq. 
Seq. 


No. 

ID 


181400 
LIB3177 


-006 


-PI 


-Kl 


-A2 


Seq. 
Seq. 


No. 

ID 


181401 
LIB3177 


-006 


-PI 


-Kl 


-A 6 


Seq. 
Seq. 


No. 

ID 


181402 
LIB3177 


-006 


-PI 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


181403 
LIB3177 


-006 


-PI 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


181404 
LIB3177 


-006 


-PI 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


181405 
LIB3177 


-006 


-PI 


-Kl 


-D2 


Seq. 
Seq. 


No. 

ID 


181406 
LIB3177 


-006 


-PI 


-Kl 


-D8 



24861 



Seq. 


No. 


181407 










Seq. 


ID 


LIB3177 


-006- 


-Pl 


-Kl 


-E12 


Seq. 


No. 


181408 










Seq. 


ID 


LIB3177 


-006- 


-PI 


-Kl 


-Fl 


Seq. 


No. 


181409 










Seq. 


ID 


LIB3177 


-006- 


-PI 


-Kl 


-F9 


Seq. 


No. 


181410 










Seq. 


ID 


LIB3177 


-006- 


■PI 


-Kl 


-HI 


Seq. 


No. 


181411 










Seq. 


ID 


LIB3177 


-006- 


•PI 


-Kl 


-H5 


Seq. 


No. 


181412 










Seq. 


ID 


LIB3177 


-006- 


■PI 


-K2 


-B3 


Seq. 


No. 


181413 










Seq. 


ID 


LIB3177 


-006- 


■PI 


-K2 


-Gil 


Seq. 


No. 


181414 










Seq. 


ID 


LIB3177 


-006- 


■PI 


-K2 


-G2 


Seq. 


No. 


181415 










Seq. 


ID 


LIB3177 


-007- 


•PI 


-Kl 


-All 


Seq. 


No. 


181416 










Seq. 


ID 


LIB3177 


-007- 


PI 


-Kl 


-A12 


Seq. 


No. 


181417 










Seq. 


ID 


LIB3177 


-007- 


PI 


-Kl 


-A4 


Seq. 


No. 


181418 










Seq. 


ID 


LIB3177 


-007- 


PI 


-Kl- 


-A6 


Seq. 


No. 


181419 










Seq. 


ID 


LIB3177 


-007- 


PI 


-Kl- 


-A8 


Seq. 


No. 


181420 










Seq. 


ID 


LIB3177 


-007- 


PI 


-Kl- 


-B2 


Seq. 


No. 


181421 










Seq. 


ID 


LIB3177 


-007- 


PI 


-Kl- 


-B4 


Seq. 


No. 


181422 










Seq. 


ID 


LIB3177- 


-007- 


Pl- 


-Kl- 


-B6 


Seq. 


No. 


181423 










Seq. 


ID 


LIB3177- 


-007- 


Pl- 


-Kl- 


-B7 


Seq. 


No. 


181424 










Seq. 


ID 


LIB3177- 


-007- 


Pl- 


-Kl- 


-B8 


Seq. 


No. 


181425 










Seq. 


ID 


LIB3177- 


-007- 


Pl- 


-Kl- 


-CI 



24862 



Seq. 
Seq. 


No. 
ID 


181426 
LIB3177 


-007 


-PI 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


181427 
LIB3177 


-007 


-PI 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


181428 
LIB3177 


-007 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


181429 
LIB3177 


-007 


-PI 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


181430 
LIB3177 


-007 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


181431 
LIB3177 


-007 


-PI 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


181432 
LIB3177 


-007 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


181433 
LIB3177 


-007 


-PI 


-Kl 


-Dll 


Seq. 
Seq. 


No. 
ID 


181434 
LIB3177 


-007 


-PI 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


181435 
LIB3177 


-007 


-PI 


-Kl 


-D2 


Seq. 
Seq. 


No. 
ID 


181436 
LIB3177 


-007 


-PI 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


181437 
LIB3177 


-007 


-PI 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


181438 
LIB3177 


-007 


-PI 


-Kl- 


-D6 


Seq. 
Seq. 


No. 
ID 


181439 
LIB3177 


-007 


-PI- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


181440 
LIB3177- 


-007 


-PI- 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


181441 
LIB3177- 


-007 


-PI- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


181442 
LIB3177- 


-007 


-Pl- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


181443 
LIB3177- 


-007 


-Pl- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


181444 
LIB3177- 


-007 


-Pl" 


-Kl- 


-E12 



24863 



9 



Seq. 
Seq. 


No. 

ID'' 


181445 
LIB3177 


-007 


-Pl 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


181446 
LIB3177 


-007 


-PI 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


181447 
LIB3177 


-007 


-PI 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


181448 
LIB3177 


-007 


-PI 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


181449 
LIB3177 


-007 


-PI 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


181450 
LIB3177 


-007 


-PI 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


181451 
LIB3177 


-007 


-PI 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


181452 
LIB3177 


-007 


-PI 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


181453 
LIB3177 


-007 


-PI 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


181454 
LIB3177 


-007 


-PI 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


181455 
LIB3177 


-007 


-PI- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


181456 
LIB3177- 


-007 


-PI- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


181457 
LIB3177- 


-007- 


-PI- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


181458 
LIB3177- 


-007- 


-Pl- 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


181459 
LIB3177- 


-007- 


-Pl- 


-K2- 


-B9 


Seq. 
Seq. 


No. 

ID 


181460 
LIB3177- 


-007- 


-Pl- 


■K2- 


-C4 


Seq. 
Seq. 


No. 

ID 


181461 
LIB3177- 


-007- 


-Pl- 


■K2- 


-D8 


Seq. 
Seq. 


No. 

ID 


181462 
LIB3177- 


-007- 


-Pl- 


-K2- 


-F8 


Seq. 
Seq. 


No. 

ID 


181463 
LIB3177- 


-007- 


-Pl- 


-K2- 


-G8 



24864 



Seq. No. 181464 

Seq. ID LIB3177-007-P1-K2-H12 

Seq. No. 181465 

Seq. ID LIB3177-007-P1-K2-H3 

Seq. No. 181466 

Seq. ID LIB3177-007-P1-K2-H7 

Seq. No. 181467 

Seq. ID LIB3177-008-P1-K1-A1 

Seq. No. 181468 

Seq. ID LIB3177-008-P1-K1-A10 

Seq. No. 181469 

Seq. ID LIB3177-008-P1-K1-A12 

Seq. No. 181470 

Seq. ID LIB3177-008-P1-K1-A2 

Seq. No. 181471 

Seq. ID LIB3177-008-P1-K1-A3 

Seq. No. 181472 

Seq. ID LIB3177-008-P1-K1-A4 

Seq. No. 181473 

Seq. ID LIB3177-008-P1-K1-A5 

Seq. No. 181474 

Seq. ID LIB3177-008-P1-K1-A8 

Seq. No. 181475 

Seq. ID LIB3177-008-P1-K1-B12 

Seq. No. 181476 

Seq. ID LIB3177-008-P1-K1-B5 

Seq. No. 181477 

Seq. ID LIB3177-008-P1-K1-C3 

Seq. No. 181478 

Seq. ID LIB3177-008-P1-K1-C4 

Seq. No. 181479 

Seq. ID LIB3177-008-P1-K1-C9 

Seq. No. 181480 

Seq. ID LIB3177-008-P1-K1-D10 

Seq. No. 181481 

Seq. ID LIB3177-008-P1-K1-D11 

Seq. No. 181482 

Seq. ID LIB3177-008-P1-K1-D3 



24865 



Seq. No. 181483 

Seq. ID LIB3177-008-P1-K1-D8 

Seq. No. 181484 

Seq. ID LIB3177-008-P1-K1-D9 

Seq. No. 181485 

Seq. ID LIB3177-008-P1-K1-E1 

Seq. No. 181486 

Seq. ID LIB3177-008-P1-K1-E10 

Seq. No. 181487 

Seq. ID LIB3177-008-P1-K1-E11 

Seq. No. 181488 

Seq. ID LIB3177-008-P1-K1-E12 

Seq. No. 181489 

Seq. ID LIB3177-008-P1-K1-E7 

Seq. No. 181490 

Seq. ID LIB3177-008-P1-K1-E8 

Seq. No. 181491 

Seq. ID LIB3177-008-P1-K1-E9 

Seq. No. 181492 

Seq. ID LIB3177-008-P1-K1-F11 

Seq. No. 181493 

Seq. ID LIB3177-008-P1-K1-F2 

Seq. No. 181494 

Seq. ID LIB3177-008-P1-K1-F6 

Seq. No. 181495 

Seq. ID LIB3177-008-P1-K1-F9 

Seq. No. 181496 

Seq. ID LIB3177-008-P1-K1-G1 

Seq. No. 181497 

Seq. ID LIB3177-008-P1-K1-G11 

Seq. No. 181498 

Seq. ID LIB3177-008-P1-K1-G8 

Seq. No. 181499 

Seq. ID LIB3177-008-P1-K1-H1 

Seq. No. 181500 

Seq. ID LIB3177-008-P1-K1-H11 

Seq. No. 181501 

Seq. ID LIB3177-008-P1-K1-H12 



248 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181502 

LIB3177-008-P1-K1-H4 



181503 
LIB3177- 



008-P1-K1-H5 



181504 

LIB3177-008-P1-K1-H6 



181505 
LIB3177- 

181506 
LIB3177- 

181507 
LIB3177- 

181508 
LIB3177- 

181509 
LIB3177- 

181510 
LIB3177- 

181511 
LIB3177- 

181512 
LIB3177- 

181513 
LIB3177- 



■008-P1-K2-B2 

008-P1-K2-B7 

■008-P1-K2-B9 

■008-P1-K2-D8 

008-P1-K2-D9 

008-P1-K2-E12 

008-P1-K2-G5 

008-P1-K2-H10 

008-P1-K2-H8 



181514 

LIB3177-009-P1-K2-A11 



181515 
LIB3177- 



009-P1-K2-A5 



181516 

LIB3177-009-P1-K2-A9 
181517 

LIB317 7-009-P1-K2-B4 
181518 

LIB3177-00 9-P1-K2-C5 



181519 
LXB3177- 



009-P1-K2-D5 



181520 

LIB3177-009-P1-K2-D6 



24867 



Seq. 
Seq. 


No. 

ID 


181521 
LIB3177 


-009- 


-Pl 


-K2 


-D8 


Seq. 
Seq. 


No. 

ID 


181522 
LIB3177 


-009- 


-PI 


-K2 


-Fll 


Seq. 
Seq. 


No. 

ID 


181523 
LIB3177 


-009- 


-PI 


-K2 


-F7 


Seq. 
Seq. 


No. 

ID 


181524 
LIB3177 


-009- 


-PI 


-K2 


-G7 


Seq. 
Seq. 


No. 

ID 


181525 
LIB3177 


-009- 


-PI 


-K2 


-H10 


Seq. 
Seq. 


No. 

ID 


181526 
LIB3177 


-009- 


-PI 


-K2 


-H3 


Seq, 
Seq. 


No. 

ID 


181527 
LIB3177 


-009- 


-PI 


-K2 


-H9 


Seq. 
Seq. 


No. 

ID 


181528 
LIB3177- 


-010- 


-PI- 


-Kl- 


-Bll 


Seq. 
Seq. 


Nor 
ID 


181529 
LIB3177- 


-010- 


-PI- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 
ID 


181530 
LIB3177- 


-010- 


-Pl- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


181531 
LIB3177- 


-010- 


-Pl- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 
ID 


181532 
LIB3177- 


-010- 


-Pl- 


-Kl" 


-C12 


Seq. 
Seq. 


No, 

ID 


1,81533 
LIB3177- 


-010- 


■Pl- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


181534 
LIB3177- 


-010- 


-Pl- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 
ID 


181535 
LIB3177- 


■010- 


Pl- 


"Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


181536 
LIB3177- 


-010- 


Pl- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


181537 
LIB3177- 


■010- 


Pl- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


181538 
LIB3177- 


■010- 


Pl- 


■Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


181539 
LIB3177- 


■010- 


Pl- 


■Kl- 


-E3 



24868 



Seq. 
Seq. 


No. 

ID 


181540 
LIB3177 


-010 


-PI 


-Kl 


-E4 


Seq. 
Seq. 


No. 

ID 


181541 
LIB3177 


-010 


-PI 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


181542 
LIB3177 


-010 


-PI 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


181543 
LIB3177 


-010 


-PI 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


181544 
LIB3177 


-010 


-PI 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


181545 
LIB3177 


-010 


-PI 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


181546 
LIB3177 


-010 


-PI 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


181547 
LIB3177 


-010 


-PI 


-Kl 


-G4 


Seq. 
Seq. 


No. 
ID 


181548 
LIB3177 


-010 


-PI 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


181549 
LIB3177 


-010 


-PI 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


181550 
LIB3177 


-010 


-PI 


-K2 


-A10 


Seq. 
Seq. 


No. 

ID 


181551 
LIB3177 


-010 


-PI 


-K2 


-B2 


Seq. 
Seq. 


No. 

ID 


181552 
LIB3177 


-010 


-PI 


-K2 


-B5 


Seq. 
Seq. 


No. 
ID 


181553 
LIB3177 


-010 


-PI 


-K2 


-Dll 


Seq. 
Seq. 


No. 
ID 


181554 
LIB3177 


-010 


-PI 


-K2 


-D6 


Seq. 
Seq. 


No. 

ID 


181555 
LIB3177 


-010 


-PI 


-K2 


-D8 


Seq. 
Seq. 


No. 

ID 


181556 
LIB3177 


-010 


-PI 


-K2 


-E10 


Seq. 
Seq. 


No. 

ID 


181557 
LIB3177 


-010 


-PI 


-K2- 


-Ell 


Seq. 
Seq. 


No. 

ID 


181558 
LIB3177- 


-010 


-PI 


-K2- 


-E12 



24869 



Seq. No. 

Seq. ID 

Seq, No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181559 
LIB3177- 



010-P1-K2-F1 



181560 

LIB3177-010-P1-K2-F10 
181561 

LIB3177-010-P1-K2-F3 
181562 

LIB3177-010-P1-K2-H3 
181563 

LIB3177-012-P1-K1-A1 



181564 
LIB3177- 



012-P1-K1-A5 



181565 

LIB3177-012-P1-K1-A7 



181566 
LIB3177- 

181567 
LIB3177- 

181568 
LIB3177- 

181569 
LIB3177- 



■012-P1-K1-A9 
■012-P1-K1-B3 
■012-P1-K1-B5 
•012-P1-K1-B6 



181570 

LIB3177-012-P1-K1-C7 



181571 
LIB3177- 



■012-P1-K1-C8 



181572 

LIB3177-012-P1-K1-D11 



181573 
LIB3177- 

181574 
LIB3177- 



■012-P1-K1-E1 
■012-P1-K1-E7 



181575 

LIB3177-012-P1-K1-F2 
181576 

LIB3177-012-P1-K1-G11 
181577 

LIB3177-012-P1-K1-G2 



24870 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181578 

LIB3177-012-P1-K1-H1 
181579 

LIB3177-012-P1-K1-H6 
181580 

LIB3177-012-P1-K1-H7 
181581 

LIB3177-012-P1-K2-A1 
181582 

LIB3177-012-P1-K2-B3 
181583 

LIB3177-012-P1-K2-C11 
181584 

LIB3177-012-P1-K2-D11 
181585 

LIB3177-012-P1-K2-E1 
181586 

LIB317 7-012-P1-K2-E2 
181587 

LIB3177-012-P1-K2-F2 
181588 

LIB3177-012-P1-K2-G11 



181589 
LIB3177- 

181590 
LIB3177- 



013-P1-K1-A10 



013-P1-K1-A2 



181591 

LIB3177-013-P1-K1-A4 



181592 
LIB3177- 

181593 
LIB3177- 

181594 
LIB3177- 



013-P1-K1-A7 



013-P1-K1-B3 



■013-P1-K1-B7 



181595 

LIB3177-013-P1-K1-B8 



181596 
LIB3177- 



■013-P1-K1-C2 



24871 



Seq. 
Seq. 


No. 

ID 


181597 
LIB3177 


-013 


-Pl 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


181598 
LIB3177 


-013 


-PI 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


181599 
LIB3177 


-013 


-PI 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


181600 
LIB3177 


-013 


-PI 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


181601 
LIB3177 


-013 


-PI 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


181602 
LIB3177 


-013 


-PI 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


181603 
LIB3177 


-013 


-PI 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


181604 
LIB3177 


-013 


-PI 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


181605 
LIB3177 


-013 


-PI 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


181606 
LIB3177 


-013 


-PI 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


181607 
LIB3177 


-013 


-PI 


-Kl 


-F8 


Seq. 
Seq. 


No. 
ID 


181608 
LIB3177 


-013 


-PI 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


181609 
LIB3177 


-013 


-PI 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


181610 
LIB3177 


-013 


-PI 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


181611 
LIB3177 


-013 


-PI 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


181612 
LIB3177 


-013 


-PI 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


181613 
LIB3177 


-013 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


181614 
LIB3177- 


-013- 


-PI 


-Kl 


-HI 


Seq. 
Seq. 


No. 
ID 


181615 
LIB3177- 


-013- 


-PI 


-Kl- 


-H3 



24872 



Seq. No. 181616 

Seq. ID LIB3177-013-P1-K1-H6 

Seq. No. 181617 

Seq. ID LIB3177-013-P1-K1-H8 

Seq. No. 181618 

Seq. ID LIB3177-013-P1-K2-A10 

Seq. No. 181619 

Seq. ID LIB3177-013-P1-K2-A6 

Seq. No. 181620 

Seq. ID LIB3177-013-P1-K2-B12 

Seq. No. 181621 

Seq. ID LIB3177-013-P1-K2-C12 

Seq. No. 181622 

Seq. ID LIB3177-013-P1-K2-D1 

Seq. No. 181623 

Seq. ID LIB3177-013-P1-K2-D12 

Seq. No. 181624 

Seq. ID LIB3177-013-P1-K2-E11 

Seq. No. 181625 

Seq. ID LIB3177-013-P1-K2-E3 

Seq. No. 181626 

Seq. ID LIB3177-013-P1-K2-F11 

Seq. No. 181627 

Seq. ID LIB3177-013-P1-K2-F12 

Seq. No. 181628 

Seq. ID LIB3177-013-P1-K2-F6 

Seq. No. 181629 

Seq. ID LIB3177-013-P1-K2-H2 

Seq. No. 181630 

Seq. ID LIB3177-013-P1-K2-H7 

Seq. No. 181631 

Seq. ID LIB3177-014-P1-K1-A3 

Seq. No. 181632 

Seq. ID LIB3177-014-P1-K1-C1 

Seq. No. 181633 

Seq. ID LIB3177-014-P1-K1-D12 

Seq. No. 181634 

Seq. ID LIB3177-014-P1-K1-E5 



24873 



# 



Seq. No. 181635 

Seq. ID LIB3177-014-P1-K1-E8 

Seq. No. 181636 

Seq. ID LIB3177-014-P1-K1-E9 

Seq. No. 181637 

Seq. ID LIB3177-014-P1-K1-F2 

Seq. No. 181638 

Seq. ID LIB3177-014-P1-K1-F4 

Seq. No. 181639 

Seq. ID LIB3177-014-P1-K2-A4 

Seq. No. 181640 

Seq. ID LIB3177-014-P1-K2-B3 

Seq. No. 181641 

Seq. ID LIB3177-014-P1-K2-C2 

Seq. No. 181642 

Seq. ID LIB3177-014-P1-K2-F12 

Seq. No. 181643 

Seq. ID LIB3177-014-P1-K2-F5 

Seq. No. 181644 

Seq. ID LIB3177-014-P1-K2-F8 

Seq. No. 181645 

Seq. ID LIB3177-014-P1-K2-G6 

Seq. No. 181646 

Seq. ID LIB3177-014-P1-K2-H2 

Seq. No. 181647 

Seq. ID LIB3177-014-P1-K2-H7 

Seq. No. 181648 

Seq. ID LIB3177-015-P1-K1-A4 

Seq. No. 181649 

Seq. ID LIB3177-015-P1-K1-A5 

Seq. No. 181650 

Seq. ID LIB3177-015-P1-K1-A7 

Seq. No. 181651 

Seq. ID LIB3177-015-P1-K1-B2 

Seq. No. 181652 

Seq. ID LIB3177-015-P1-K1-C1 

Seq. No. 181653 

Seq. ID LIB3177-015-P1-K1-C11 



24874 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



181654 

LIB3177-015-P1-K1-C2 
181655 

LIB3177-015-P1-K1-C8 
181656 

LIB3177-015-P1-K1-D1 
181657 

LIB3177-015-P1-K1-D5 
181658 

LIB3177-015-P1-K1-D7 
181659 

LIB3177-015-P1-K1-E10 
181660 

LIB3177-015-P1-K1-E11 
181661 

LIB3177-015-P1-K1-E4 
181662 

LIB3177-015-P1-K1-E5 
181663 

LIB317 7-015-P1-K1-E6 
181664 

LIB3177-015-P1-K1-E7 
181665 

LIB3177-015-P1-K1-E8 
181666 

LIB3177-015-P1-K1-F11 
181667 

LIB3177-015-P1-K1-F2 
181668 

LIB3177-015-P1-K1-F7 
181669 

LIB3177-015-P1-K1-F9 
181670 

LIB3177-015-P1-K1-G4 
181671 

LIB3177-015-P1-K1-G7 
181672 

LIB3177-015-P1-K1-H11 



24875 



Seq. 


No. 


181673 










Seq. 


ID 


LIB3177 


-015- 


-Pl 


-Kl 


-H2 


Seq. 


No. 


181674 










Seq. 


ID 


LIB3177 


-015- 


-PI 


-Kl 


-H5 


Seq. 


No. 


181675 










Seq. 


ID 


LIB3177 


-015- 


-PI 


-Kl 


-H7 


Seq. 


No. 


181676 










Seq. 


ID 


LIB3177 


-015- 


-PI 


-K2 


-C8 


Seq. 


No. 


181677 










Seq. 


ID 


LIB3177 


-015- 


■PI 


-K2 


-Dl 


Seq. 


No. 


181678 










Seq. 


ID 


LIB3177 


-015- 


■PI 


-K2 


-Dll 


Seq. 


No. 


181679 










Seq. 


ID 


LIB3177 


-015- 


-PI 


-K2 


-D12 


Seq. 


No. 


181680 










Seq. 


ID 


LIB3177 


-015- 


■PI 


-K2 


-Ell 


Seq. 


No. 


181681 










Seq. 


ID 


LIB3177 


-015- 


PI 


-K2 


-F10 


Seq. 


No. 


181682 










Seq. 


ID 


LIB3177 


-015- 


PI 


-K2 


-F7 


Seq. 


No. 


181683 










Seq. 


ID 


LIB3177 


-015- 


PI 


-K2 


-G7 


Seq. 


No. 


181684 










Seq. 


ID 


LIB3177 


-016- 


PI 


-Kl 


-Al 


Seq. 


No. 


181685 










Seq. 


ID 


LIB3177 


-016- 


PI 


-Kl 


-A12 


Seq. 


No. 


181686 










Seq. 


ID 


LIB3177 


-016- 


PI- 


-Kl 


-A6 


Seq. 


No. 


181687 










Seq. 


ID 


LIB3177- 


-016- 


PI- 


-Kl- 


-A8 


Seq. 


No. 


181688 










Seq. 


ID 


LIB3177- 


-016- 


PI- 


-Kl- 


-B3 


Seq. 


No. 


181689 










Seq. 


ID 


LIB3177- 


-016- 


PI- 


-Kl- 


-B4 


Seq. 


No. 


181690 










Seq. 


ID 


LIB3177- 


-016- 


PI- 


-Kl- 


-B7 


Seq. 


No. 


181691 










Seq. 


ID 


LIB3177- 


-016- 


Pl- 


-Kl- 


-B8 



24876 



Seq. No. 181692 

Seq. ID LIB3177-016-P1-K1-C1 

Seq. No. 181693 

Seq. ID LIB3177-016-P1-K1-C11 

Seq. No. 181694 

Seq. ID LIB3177-016-P1-K1-C12 

Seq. No. 181695 

Seq. ID LIB3177-016-P1-K1-C2 

Seq. No. 181696 

Seq. ID LIB3177-016-P1-K1-C7 

Seq. No. 181697 

Seq. ID LIB3177-016-P1-K1-C8 

Seq. No. 181698 

Seq. ID LIB3177-016-P1-K1-D11 

Seq. No. 181699 

Seq. ID LIB3177-016-P1-K1-D6 

Seq. No. 181700 

Seq. ID LIB3177-016-P1-K1-D8 

Seq. No. 181701 

Seq. ID LIB3177-016-P1-K1-D9 

Seq. No. 181702 

Seq. ID LIB3177-016-P1-K1-E11 

Seq. No. 181703 

Seq. ID LIB3177-016-P1-K1-E12 

Seq. No. 181704 

Seq. ID LIB3177-016-P1-K1-F1 

Seq. No. 181705 

Seq. ID LIB3177-016-P1-K1-F11 

Seq. No. 181706 

Seq. ID LIB3177-016-P1-K1-F3 

Seq. No. 181707 

Seq. ID LIB3177-016-P1-K1-F5 

Seq. No. 181708 

Seq. ID LIB3177-016-P1-K1-G1 

Seq. No. 181709 

Seq. ID LIB3177-016-P1-K1-G3 

Seq. No. 181710 

Seq. ID LIB3177-016-P1-K1-G9 



24877 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181711 

LIB3177-016-P1-K1-H12 
181712 

LIB3177-016-P1-K1-H4 
181713 

LIB3177-016-P1-K1-H8 
181714 

LIB3177-016-P1-K2-A6 



181715 
LIB3177- 

181716 
LIB3177- 

181717 
LIB3177- 

181718 
LIB3177- 

181719 
LIB3177- 

181720 
LIB3177- 

181721 
LIB3177- 

181722 
LIB3177- 

181723 
LIB3177^ 

181724 
LIB3177- 

181725 
LIB3177- 



016-P1-K2-A8 

016-P1-K2-B8 

■016-P1-K2-C2 

016-P1-K2-C7 

■016-P1-K2-D1 

■016-P1-K2-E10 

■016-P1-K2-E12 

016- P1-K2-E7 
■016-P1-K2-G7 
■016-P1-K2-H4 

017- P1-K1-A2 



181726 

LIB3177-017-P1-K1-A5 



181727 
LIB3177- 

181728 
LIB3177- 

181729 
LIB3177- 



017-P1-K1-A6 



017-P1-K1-B1 



017-P1-K1-B5 



24878 



Seq. No. 181730 

Seq. ID LIB3177-017-P1-K1-C1 

Seq. No. 181731 

Seq. ID LIB3177-017-P1-K1-C12 

Seq. No. 181732 

Seq. ID LIB3177-017-P1-K1-C3 

Seq. No. 181733 

Seq. ID LIB3177-017-P1-K1-C5 

Seq. No. 181734 

Seq. ID LIB3177-017-P1-K1-D12 

Seq. No. 181735 

Seq. ID LIB3177-017-P1-K1-D5 

Seq. No. 181736 

Seq. ID LIB3177-017-P1-K1-D6 

Seq. No. 181737 

Seq. ID LIB3177-017-P1-K1-E11 

Seq. No. 181738 

Seq. ID LIB3177-017-P1-K1-E7 

Seq. No. 181739 

Seq. ID LIB3177-017-P1-K1-F5 

Seq. No. 181740 

Seq. ID LIB3177-017-P1-K1-F9 

Seq. No. 181741 

Seq. ID LIB3177-017-P1-K1-G1 

Seq. No. 181742 

Seq. ID LIB3177-017-P1-K1-G7 

Seq. No. 181743 

Seq. ID LIB3177-017-P1-K1-H2 

Seq. No. 181744 

Seq. ID LIB3177-017-P1-K1-H3 

Seq. No. 181745 

Seq. ID LIB3177-017-P1-K1-H7 

Seq. No. 181746 

Seq. ID LIB3177-017-P1-K1-H8 

Seq. No. 181747 

Seq. ID LIB3177-017-P1-K2-B10 

Seq. No. 181748 

Seq. ID LIB3177-017-P1-K2-C2 



24879 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



181749 
LIB3177- 

181750 
LIB3177- 



017-P1-K2-C3 
017-P1-K2-C6 



181751 

LIB3177-017-P1-K2-D5 



181752 
LIB3177- 

181753 
LIB3177- 



017-P1-K2-D6 
•017-P1-K2-E11 



181754 

LIB3177-017-P1-K2-E6 
181755 

LIB3177-017-P1-K2-F9 



181756 
LIB3177- 

181757 
LIB3177- 

181758 
LIB3177- 



017-P1-K2-G7 

■018-P1-K1-A12 

■018-P1-K1-A2 



181759 

LIB3177-018-P1-K1-A3 



181760 
LIB3177- 

181761 
LIB3177- 

181762 
LIB3177- 



■018-P1-K1-A6 
■018-P1-K1-B1 
■018-P1-K1-B10 



181763 

LIB3177-018-P1-K1-B5 
181764 

LIB3177-018-P1-K1-B6 
181765 

LIB3177-018-P1-K1-B8 
181766 

LIB3177-018-P1-K1-C1 



181767 
LIB3177- 



■018-P1-K1-C3 



24880 



Seq. No. 181768 

Seq. ID - LIB3177-018-P1-K1-C4 

Seq. No. 181769 

Seq. ID LIB3177-018-P1-K1-C6 

Seq. No. 181770 

Seq. ID LIB3177-018-P1-K1-D1 

Seq. No. 181771 

Seq. ID LIB3177-018-P1-K1-D12 

Seq. No. 181772 

Seq. ID LIB3177-018-P1-K1-D2 

Seq. No. 181773 

Seq. ID LIB3177-018-P1-K1-D3 

Seq. No. 181774 

Seq. ID LIB3177-018-P1-K1-D6 

Seq. No. 181775 

Seq. ID LIB3177-018-P1-K1-E1 

Seq. No. 181776 

Seq. ID LIB3177-018-P1-K1-E12 

Seq. No. 181777 

Seq. ID LIB3177-018-P1-K1-E2 

Seq. No. 181778 

Seq. ID LIB3177-018-P1-K1-E5 

Seq. No. 181779 

Seq. ID LIB3177-018-P1-K1-E9 

Seq. No. 181780 

Seq. ID LIB3177-018-P1-K1-F4 

Seq. No. 181781 

Seq. ID LIB3177-018-P1-K1-F7 

Seq. No. 181782 

Seq. ID LIB3177-018-P1-K1-G11 

Seq. No. 181783 

Seq. ID LIB3177-018-P1-K1-G4 

Seq. No. 181784 

Seq. ID LIB3177-018-P1-K1-G5 

Seq. No. 181785 

Seq. ID LIB3177-018-P1-K1-H2 

Seq. No. 181786 

Seq. ID LIB3177-018-P1-K1-H5 



248 



Seq. No. 181787 

Seq. ID ^ LIB3177-018-P1-K2-A5 

Seq. No. 181788 

Seq. ID LIB3177-018-P1-K2-B6 

Seq. No. 181789 

Seq. ID LIB3177-018-P1-K2-E5 

Seq. No. 181790 

Seq. ID LIB3177-018-P1-K2-E6 

Seq. No. 181791 

Seq. ID LIB3177-018-P1-K2-E9 

Seq. No. 181792 

Seq. ID LIB3177-018-P1-K2-F2 

Seq. No. 181793 

Seq. ID LIB3177-018-P1-K2-H1 

Seq. No. 181794 

Seq. ID LIB3177-019-P1-K1-A6 

Seq. No. 181795 

Seq. ID LIB3177-019-P1-K1-A9 

Seq. No. 181796 

Seq. ID LIB3177-019-P1-K1-B12 

Seq. No. 181797 

Seq. ID LIB3177-019-P1-K1-B3 

Seq. No. 181798 

Seq. ID LIB3177-019-P1-K1-B5 

Seq. No. 181799 

Seq. ID LIB3177-019-P1-K1-C10 

Seq. No. 181800 

Seq. ID LIB3177-019-P1-K1-C2 

Seq. No. 181801 

Seq. ID LIB3177-019-P1-K1-C9 

Seq. No. 181802 

Seq. ID LIB3177-019-P1-K1-D4 

Seq. No. 181803 

Seq. ID LIB3177-019-P1-K1-D7 

Seq. No. 181804 

Seq. ID LIB3177-019-P1-K1-E10 

Seq. No. 181805 

Seq. ID LIB3177-019-P1-K1-E12 



24882 



Seq. No. 181806 

Seq. ID LIB3177-019-P1-K1-E7 

Seq. No. 181807 

Seq. ID LIB3177-019-P1-K1-E8 

Seq. No. 181808 

Seq. ID LIB3177-019-P1-K1-F10 

Seq. No. 181809 

Seq. ID LIB3177-019-P1-K1-F4 

Seq. No. 181810 

Seq. ID LIB3177-019-P1-K1-F6 

Seq. No. 181811 

Seq. ID LIB3177-019-P1-K1-G12 

Seq. No. 181812 

Seq. ID LIB3177-019-P1-K1-G5 

Seq. No. 181813 

Seq. ID LIB3177-019-P1-K1-H11 

Seq. No. 181814 

Seq. ID LIB3177-019-P1-K1-H8 

Seq. No. 181815 

Seq. ID LIB3177-019-P1-K2-B11 

Seq. No. 181816 

Seq. ID LIB3177-019-P1-K2-B9 

Seq. No. 181817 

Seq. ID LIB3177-019-P1-K2-C10 

Seq. No. 181818 

Seq. ID LIB3177-019-P1-K2-D10 

Seq. No. 181819 

Seq. ID LIB3177-019-P1-K2-D2 

Seq. No. 181820 

Seq. ID LIB3177-019-P1-K2-E5 

Seq. No. 181821 

Seq. ID LIB3177-019-P1-K2-F10 

Seq. No. 181822 

Seq. ID LIB3177-019-P1-K2-F6 

Seq. No. 181823 

Seq. ID LIB3177-019-P1-K2-H3 

Seq. No. 181824 

Seq. ID LIB3177-020-P1-K1-A1 
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Seq. 
Seq. 


No. 

ID 


181825 
LIB3177 


-020 


-Pl 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


181826 
LIB3177 


-020 


-PI 


-Kl 


-B12 


Seq. 
Seq. 


No. 

ID 


181827 
LIB3177 


-020 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


181828 
LIB3177 


-020 


-PI 


-Kl 


-C6 


Seq. 
Seq. 


No. 

ID 


181829 
LIB3177 


-020 


-PI 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


181830 
LIB3177 


-020 


-PI 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


181831 
LIB3177 


-020 


-PI 


-Kl 


-E3 


Seq. 
Seq. 


No. 
ID 


181832 
LIB3177 


-020 


-PI 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


181833 
LIB3177 


-020 


-PI 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


181834 
LIB3177- 


-020 


-PI- 


-Kl" 


-E7 


Seq. 
Seq. 


No. 

ID 


181835 
LIB3177- 


-020- 


-PI- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


181836 
LIB3177- 


-020- 


-Pl- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


181837 
LIB3177- 


-020- 


-Pl- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


181838 
LIB3177- 


-020- 


-Pl- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


181839 
LIB3177- 


-020- 


-Pl- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


181840 
LIB3177- 


-020- 


-Pl- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


181841 
LIB3177- 


-020- 


-Pl- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


181842 
LIB3177- 


-020- 


-Pl- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


181843 
LIB3177- 


-020- 


-Pl- 


-Kl- 


-G10 



24884 



Seq. 
Seq. 


No. 

ID 


181844 
LIB3177 


-020 


-Pl 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


181845 
LIB3177 


-020 


-PI 


-Kl 


-G7 


Seq. 
Seq. 


No. 
ID 


181846 
LIB3177 


-020 


-PI 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


181847 
LIB3177 


-020 


-PI 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


181848 
LIB3177 


-020 


-PI 


-K2 


-Al 


Seq. 
Seq. 


No. 
ID 


181849 
LIB3177 


-020 


-PI 


-K2 


-A7 


Seq. 
Seq. 


No. 

ID 


181850 
LIB3177 


-020 


-PI 


-K2 


-B12 


Seq. 
Seq. 


No. 

ID 


181851 
LIB3177 


-020 


-PI 


-K2 


-B6 


Seq. 
Seq. 


No. 

ID 


181852 
LIB3177 


-020 


-PI 


-K2 


-CI 


Seq. 
Seq. 


No. 

ID 


181853 
LIB3177 


-020 


-PI 


-K2 


-D9 


Seq. 
Seq. 


No. 

ID 


181854 
LIB3177 


-020 


-PI 


-K2 


-E9 


Seq. 
Seq. 


No. 

ID 


181855 
LIB3177 


-020 


-PI 


-K2 


-H8 


Seq. 
Seq. 


No. 

ID 


181856 
LIB3177 


-021 


^Pl 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


181857 
LIB3177- 


-021 


-PI 


-Kl- 


-A12 


Seq. 
Seq. 


No. 

ID 


181858 
LIB3177- 


-021- 


-PI- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


181859 
LIB3177- 


-021- 


-PI- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


181860 
LIB3177- 


-021- 


-Pl- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


181861 
LIB3177- 


-021- 


-Pl- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 
ID 


181862 
LIB3177- 


-021- 


-Pl- 


-Kl- 


-B10 



24885 



Seq. 
Seq. 


No. 

ID 


181863 
LIB3177 


-021 


-PI 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


181864 
LIB3177 


-021 


-PI 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


181865 
LIB3177 


-021 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


181866 
LIB3177 


-021 


-PI 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


181867 
LIB3177 


-021 


-PI 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


181868 
LIB3177 


-021 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 
ID 


181869 
LIB3177 


-021 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


181870 
LIB3177 


-021 


-PI 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


181871 
LIB3177 


-021 


-PI 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


181872 
LIB3177 


-021 


-PI 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


181873 
LIB3177 


-021 


-PI 


-Kl 


-F2 


Seq. 
Seq. 


No. 

ID 


181874 
LIB3177 


-021 


-PI 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


181875 
LIB3177 


-021 


-PI 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


181876 
LIB3177 


-021 


-PI 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


181877 
LIB3177 


-021 


-PI 


-Kl 


-F8 


Seq. 
Seq. 


No. 

ID 


181878 
LIB3177 


-021 


-PI 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


181879 
LIB3177- 


-021 


-PI 


-Kl- 


-G12 


Seq. 
Seq. 


No. 

ID 


181880 
LIB3177- 


-021 


-PI 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


181881 
LIB3177- 


-021 


-PI- 


-Kl- 


-G7 



24886 



Seq. 
Seq. 


No. 

ID 


181882 
LIB3177 


-021 


-Pl 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


181883 
LIB3177 


-021 


-PI 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


181884 
LIB3177 


-021 


-PI 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


181885 
LIB3177 


-021 


-PI 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


181886 
LIB3177 


-021 


-PI 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


181887 
LIB3177 


-021 


-PI 


-K2 


-A10 


Seq. 
Seq. 


No. 

ID 


181888 
LIB3177 


-021 


-PI 


-K2 


-B10 


Seq. 
Seq. 


No. 

ID 


181889 
LIB3177 


-021 


-PI 


-K2 


-Bll 


Seq. 
Seq. 


No. 

ID 


181890 
LIB3177 


-021 


-PI 


-K2 


-B8 


Seq. 
Seq. 


No. 

ID 


181891 
LIB3177 


-021 


-PI 


-K2 


-B9 


Seq. 
Seq. 


No. 
ID 


181892 
LIB3177 


-021 


-PI 


-K2 


-D10 


Seq. 
Seq. 


No. 

ID 


181893 
LIB3177 


-021 


-PI 


-K2 


-D4 


Seq. 
Seq. 


No. 
ID 


181894 
LIB3177 


-021 


-PI 


-K2 


-E10 


Seq. 
Seq. 


No. 

ID 


181895 
LIB3177 


-021 


-PI 


-K2 


-Fl 


Seq. 
Seq. 


No. 

ID 


181896 
LIB3177 


-021 


-PI 


-K2 


-Fll 


Seq. 
Seq. 


No. 

ID 


181897 
LIB3177 


-021 


-PI 


-K2- 


-F5 


Seq. 
Seq. 


No. 

ID 


181898 
LIB3177 


-021 


-PI 


-K2- 


-G10 


Seq. 
Seq. 


No. 

ID 


181899 
LIB3177 


-021- 


-PI 


-K2- 


-H3 


Seq. 
Seq. 


No. 

ID 


181900 
LIB3177 


-022- 


-PI 


-K2- 


-A10 



24887 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181901 

LIB3177-022-P1-K2-A12 
181902 

LIB3177-022-P1-K2-B1 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181903 
LIB3177- 



022-P1-K2-C10 



181904 

LIB3177-022-P1-K2-D12 
181905 

LIB3177-022-P1-K2-F1 
181906 

LIB3177-022-P1-K2-F12 



181907 
LIB3177- 



022-P1-K2-F2 



181908 

LIB3177-022-P1-K2-F3 



181909 
LIB3177- 

181910 
LIB3177- 



022-P1-K2-G8 



024-P1-K1-A3 



181911 

LIB3177-024-P1-K1-A5 
181912 

LIB3177-024-P1-K1-B1 
181913 

LIB3177-024-P1-K1-B8 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181914 
LIB3177- 



■024-P1-K1-C1 



181915 

LIB3177-024-P1-K1-C2 
181916 

LIB3177-024-P1-K1-C3 



181917 
LIB3177- 

181918 
LIB3177- 

181919 
LIB3177- 



024-P1-K1-C7 



024-P1-K1-D2 



■024-P1-K1-D3 



24888 



0 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 1 

Seq. No. 

Seq. ID 



181920 
LIB3177- 



•024-P1-K1-E2 



181921 

LIB3177-024-P1-K1-E6 
181922 

LIB3177-024-P1-K1-F3 



181923 
LIB3177- 

181924 
LIB3177- 



024-P1-K1-F8 
024-P1-K1-G7 



181925 

LIB3177-024-P1-K1-G9 
181926 

LIB3177-024-P1-K1-H3 
181927 

LIB3177-024-P1-K2-A7 
181928 

LIB317 7-024-P1-K2-A8 
181929 

LIB3177-024-P1-K2-B9 



181930 
LIB3177- 



024-P1-K2-D5 



181931 

LIB3177-024-P1-K2-F3 
181932 

LIB3177-024-P1-K2-H3 



181933 
LIB3177- 



024-P1-K2-H9 



181934 

LIB3177-025-P1-K2-A4 



181935 
LIB3177- 

181936 
LIB3177- 



025-P1-K2-B3 



025-P1-K2-B6 



181937 

LIB3177-025-P1-K2-B8 
181938 

LIB3177-025-P1-K2-D8 



24889 



Seq. 
Seq. 


No. 

ID 


181939 
LIB3177 


-025 


-PI 


-K2 


-D9 


Seq. 
Seq. 


No. 

ID 


181940 
LIB3177 


-025 


-PI 


-K2 


-G4 


Seq. 
Seq. 


No. 

ID 


181941 
LIB3177 


-025 


-PI 


-K2 


-G9 


Seq. 
Seq. 


No. 

ID 


181942 
LIB3177 


-025 


-PI 


-K2 


-H8 


Seq. 
Seq. 


No. 

ID 


181943 
LIB3177 


-025 


-PI 


-K2 


-H9 


Seq. 
Seq. 


No. 

ID 


181944 
LIB3177 


-026 


-PI 


-K2 


-A4 


Seq. 
Seq. 


No. 

ID 


181945 
LIB3177 


-026 


-PI 


-K2 


-A6 


Seq. 
Seq. 


No. 
ID 


181946 
LIB3177 


-026 


-PI 


-K2 


-A8 


Seq. 
Seq. 


No. 

ID 


181947 
LIB3177 


-026 


-PI 


-K2 


-B4 


Seq. 
Seq. 


No. 

ID 


181948 
LIB3177 


-026 


-PI 


-K2 


-B7 


Seq. 
Seq. 


No. 

ID 


181949 
LIB3177 


-026 


-PI 


-K2 


-B8 


Seq. 
Seq. 


No. 
ID 


181950 
LIB3177 


-026 


-PI 


-K2 


-C5 


Seq. 
Seq. 


No. 

ID 


181951 
LIB3177 


-026 


-PI 


-K2 


-E6 


Seq. 
Seq. 


No. 

ID 


181952 
LIB3177 


-026 


-PI 


-K2 


-G4 


Seq. 
Seq. 


No. 

ID 


181953 
LIB3177 


-026 


-PI 


-K2 


-H4 


Seq. 
Seq. 


No. 

ID 


181954 
LIB3177 


-026 


-PI 


-K2 


-H7 


Seq. 
Seq. 


No. 

ID 


181955 
LIB3177 


-033 


-PI 


-Kl 


-A5 


Seq. 
Seq. 


No. 
ID 


181956 
LIB3177 


-033 


-PI 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


181957 
LIB3177 


-033 


-PI 


-Kl 


-B2 



24890 



# 



Seq. 
Seq. 


No. 

ID 


181958 
LIB3177 


-033 


-PI 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


181959 
LIB3177 


-033 


-PI 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


181960 
LIB3177 


-033 


-PI 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


181961 
LIB3177 


-033 


-PI 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


181962 
LIB3177 


-033 


-PI 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


181963 
LIB3177 


-033 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


181964 
LIB3177 


-033 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 
ID 


181965 
LIB3177 


-033 


-PI 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


181966 
LIB3177 


-033 


-PI 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


181967 
LIB3177 


-033 


-PI 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


181968 
LIB3177 


-033 


-PI 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


181969 
LIB3177 


-033 


-PI 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


181970 
LIB3177 


-033 


-PI 


-Kl 


-F8 


Seq. 
Seq. 


n6. 

ID 


181971 
LIB3177 


-033 


-PI 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


181972 
LIB3177 


-033 


-PI 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


181973 
LIB3177 


-033 


-PI 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


181974 
LIB3177 


-033 


-PI 


-K2 


-B9 


Seq. 
Seq. 


No. 

ID 


181975 
LIB3177 


-033 


-PI 


-K2 


-C4 


Seq. 
Seq. 


No. 

ID 


181976 
LIB3177 


-033 


-PI 


-K2 


-C9 



24891 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



181977 

LIB3177-033-P1-K2-D11 
181978 

LIB3177-033-P1-K2-D3 



181979 
LIB3177- 

181980 
LIB3177- 

181981 
LIB3177- 

181982 
LIB3177- 



033-P1-K2-F8 



033-P1-K2-F9 



033-P1-K2-G7 



033-P1-K2-H10 



181983 

LIB3177-035-P1-K2-A1 



181984 
LIB3177- 

181985 
LIB3177- 

181986 
LIB3177- 



035-P1-K2-A5 
035-P1-K2-A6 
■035-P1-K2-A8 



181987 

LIB3177-035-P1-K2-B3 
181988 

LIB3177-035-P1-K2-C1 
181989 

LIB3177-035-P1-K2-C7 
181990 

LIB3177-035-P1-K2-D2 



181991 
LIB3177- 

181992 
LIB3177- 

181993 
LIB3177- 

181994 
LIB3177- 

181995 
LIB3177- 



035-P1-K2-E2 



035-P1-K2-E8 



035-P1-K2-F8 



035-P1-K2-G4 



036-P1-K1-A3 



24892 



Seq. 


No. 


181996 










Seq. 


ID 


LIB3177 


-036- 


Pl 


-Kl 


-A5 


Seq. 


No. 


181997 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-A7 


Seq. 


No. 


181998 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-A8 


Seq. 


No. 


181999 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-A9 


Seq. 


No. 


182000 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-B4 


Seq. 


No. 


182001 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-C2 


Seq. 


No. 


182002 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-D2 


Seq. 


No. 


182003 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-D4 


Seq. 


No. 


182004 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-E5 


Seq. 


No. 


182005 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-F5 


Seq. 


No. 


182006 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-F6 


Seq. 


No. 


182007 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-F7 


Seq. 


No. 


182008 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-G2 


Seq. 


No. 


182009 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-G3 


Seq. 


No. 


182010 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-G9 


Seq. 


No. 


182011 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-H10 


Seq. 


No. 


182012 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-H2 


Seq. 


No. 


182013 










Seq. 


ID 


LIB3177 


-036- 


PI 


-Kl 


-H5 


Seq. 


No. 


182014 










Seq. 


ID 


LIB3177 


-036- 


PI 


-K2 


-A8 



24893 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



182015 
LIB3177- 



036-P1-K2-B7 



182016 

LIB317 7-036-P1-K2-C7 
182017 

LIB3177-036-P1-K2-C8 



182018 
LIB3177- 



036-P1-K2-D3 



182019 

LIB3177-036-P1-K2-E6 

182020 

LIB3177-036-P1-K2-E7 
182021 

LIB3177-036-P1-K2-E8 
182022 

LIB3177-036-P1-K2-F5 
182023 

LIB3177-036-P1-K2-G1 



182024 
LIB3177- 



036-P1-K2-H12 



182025 

LIB3177-038-P1-K1-B10 



182026 
LIB3177- 



038-P1-K1-B11 



182027 

LIB3177-038-P1-K1-B2 
182028 

LIB3177-038-P1-K1-B3 
182029 

LIB3177-038-P1-K1-B5 
182030 

LIB3177-038-P1-K1-B8 



182031 
LIB3177- 

182032 
LIB3177- 



038-P1-K1-C11 



038-P1-K1-C12 



182033 

LIB3177-038-P1-K1-D1 



24894 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



182034 

LIB3177-038-P1-K1-D3 
182035 

LIB3177-038-P1-K1-D4 
182036 

LIB3177-038-P1-K1-E9 



182037 
LIB3177- 



038-P1-K1-F5 



182038 

LIB3177-038-P1-K1-F9 
182039 

LIB3177-038-P1-K1-G1 



182040 
LIB3177- 



038-P1-K1-G7 



182041 

LIB3177-038-P1-K1-G8 



182042 
LIB3177- 

182043 
LIB3177- 



038-P1-K1-G9 



038-P1-K1-H9 



182044 

LIB3177-038-P1-K2-A2 



182045 
LIB3177- 

182046 
LIB3177- 

182047 
LIB3177- 



■038-P1-K2-B8 

■038-P1-K2-C10 

•038-P1-K2-C5 



182048 

LIB3177-038-P1-K2-D4 



182049 
LIB3177- 

182050 
LIB3177- 

182051 
LIB3177- 



■038-P1-K2-F1 
039-P1-K1-A11 
■039-P1-K1-A12 



182052 

LIB3177-039-P1-K1-A3 



24895 



Seq. 
Seq. 


No. 

ID 


182053 
LIB3177 


-039 


-Pl 


-Kl 


-B4 


Seq. 
Seq. 


No. 

ID 


182054 
LIB3177 


-039 


-PI 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


182055 
LIB3177 


-039 


-PI 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


182056 
LIB3177 


-039 


-PI 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


182057 
LIB3177 


-039 


-PI 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


182058 
LIB3177 


-039 


-PI 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


182059 
LIB3177 


-039 


-PI 


-Kl 


-G3 


Seq. 
Seq. 


No. 
ID 


182060 
LIB3177 


-039 


-PI 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


182061 
LIB3177 


-039 


-PI 


-K2 


-A12 


Seq. 
Seq. 


No. 

ID 


182062 
LIB3177 


-039 


-PI 


-K2 


-B10 


Seq. 
Seq. 


No. 
ID 


182063 
LIB3177 


-039 


-PI 


-K2 


-B5 


Seq. 
Seq. 


No. 

ID 


182064 
LIB3177 


-039 


-PI 


-K2 


-El 


Seq. 
Seq. 


No. 

ID 


182065 
LIB3177 


-039 


-PI 


-K2 


-F2 


Seq. 
Seq. 


No. 

ID 


182066 
LIB3177 


-039 


-PI 


-K2 


-F6 


Seq. 
Seq. 


No. 
ID 


182067 
LIB3177 


-039 


-PI 


-K2 


-F7 


Seq. 
Seq. 


No. 

ID 


182068 
LIB3177 


-039 


-PI 


-K2 


-G4 


Seq. 
Seq. 


No. 

ID 


182069 
LIB3177 


-039 


-PI 


-K2 


-H5 


Seq. 
Seq. 


No. 

ID 


182070 
LIB3177- 


-040 


-PI 


-K2 


-B12 


Seq. 
Seq. 


No. 

ID 


182071 
LIB3177- 


-040- 


-PI 


-K2 


-Ell 



24896 



Seq. 
Seq. 


No. 

ID 


182072 
LIB3177 


-040 


-PI 


-K2 


-G12 


Seq. 
Seq. 


No. 

ID 


182073 
LIB3177 


-041 


-PI 


-K2 


-B8 


Seq. 
Seq. 


No. 

ID 


182074 
LIB3177 


-041 


-PI 


-K2 


-E6 


Seq. 
Seq. 


No. 

ID 


182075 
LIB3177 


-041 


-PI 


-K2 


-E9 


Seq. 
Seq. 


No. 

ID 


182076 
LIB3177 


-042 


-PI 


-K2 


-A8 


Seq. 
Seq. 


No. 

ID 


182077 
LIB3177 


-042 


-PI 


-K2 


-B8 


Seq. 
Seq. 


No. 

ID 


182078 
LIB3177 


-042 


-PI 


-K2 


-C5 


Seq. 
Seq. 


No. 

ID 


182079 
LIB3177 


-042 


-PI 


-K2 


-E12 


Seq. 
Seq. 


No. 

ID 


182080 
LIB3177 


-042 


-PI 


-K2 


-E2 


Seq. 
Seq. 


No. 

ID 


182081 
LIB3177 


-042 


-PI 


-K2 


-F12 


Seq. 
Seq. 


No. 

ID 


182082 
LIB3177 


-042 


-PI 


-K2 


-F4 


Seq. 
Seq. 


No. 

ID 


182083 
LIB3177 


-042 


-PI 


-K2 


-G7 


Seq. 
Seq. 


No. 
ID 


182084 
LIB3177 


-042 


-PI 


-K2 


-H8 


Seq. 
Seq. 


No. 

ID 


182085 
LIB3177 


-043 


-PI 


-K2 


-Al 


Seq. 
Seq. 


No. 

ID 


182086 
LIB3177 


-043 


-PI 


-K2 


-Cll 


Seq. 
Seq. 


No. 

ID 


182087 
LIB3177 


-043 


-PI 


-K2 


-C5 


Seq. 
Seq. 


No. 
ID 


182088 
LIB3177 


-043 


-PI 


-K2 


-E7 


Seq. 
Seq. 


No. 

ID 


182089 
LIB3177 


-043 


-PI 


-K2 


-E8 


Seq. 
Seq. 


No. 
ID 


182090 
LIB3177 


-043 


-PI 


-K2 


-E9 



24897 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



182091 
LIB3177- 



•043-P1-K2-F2 



182092 

LIB3177-043-P1-K2-G5 



182093 
LIB3177- 



043-P1-K2-H10 



182094 

LIB3177-044-P1-K2-A11 
182095 

LIB3177-04 4-P1-K2-A12 
182096 

LIB3177-044-P1-K2-A4 
182097 

LIB3177-044-P1-K2-C7 



182098 
LIB3177- 



044-P1-K2-D7 



182099 

LIB3177-044-P1-K2-H12 



182100 
LIB3177- 

182101 
LIB3177- 

182102 
LIB3177- 

182103 
LIB3177- 



044-P1-K2-H7 



■045-P1-K2-A9 



■045-P1-K2-B2 



045-P1-K2-B5 



182104 

LIB3177-045-P1-K2-B6 



182105 
LIB3177- 



045-P1-K2-C4 



182106 

LIB3177-045-P1-K2-C8 



182107 
LIB3177- 



045-P1-K2-E8 



182108 

LIB3177-045-P1-K2-E9 



182109 
LIB3177- 



045-P1-K2-G12 



24898 



Seq. No. 182110 

Seq. ID LIB3177-046-P1-K2-A8 

Seq. No. 182111 

Seq. ID LIB3177-046-P1-K2-B11 

Seq. No. 182112 

Seq. ID LIB3177-046-P1-K2-B6 

Seq. No. 182113 

Seq. ID LIB3177-046-P1-K2-C7 

Seq. No. 182114 

Seq. ID LIB3177-046-P1-K2-D11 

Seq. No. 182115 

Seq. ID LIB3177-046-P1-K2-E1 

Seq. No. 182116 

Seq. ID LIB3177-046-P1-K2-E2 

Seq. No. 182117 

Seq. ID LIB3177-046-P1-K2-F6 

Seq. No. 182118 

Seq. ID LIB3177-046-P1-K2-G6 

Seq. No. 182119 

Seq. ID LIB3177-046-P1-K2-H5 

Seq. No. 182120 

Seq. ID LIB3177-047-P1-K1-A10 

Seq. No. 182121 

Seq. ID LIB3177-047-P1-K1-A12 

Seq. No. ' 182122 

Seq. ID LIB3177-047-P1-K1-A5 

Seq. No. 182123 

Seq. ID LIB3177-047-P1-K1-A8 

Seq. No. 182124 

Seq. ID LIB3177-047-P1-K1-B1 

Seq. No. 182125 

Seq. ID LIB3177-047-P1-K1-B3 

Seq. No. 182126 

Seq. ID LIB3177-047-P1-K1-B4 

Seq. No. 182127 

Seq. ID LIB3177-047-P1-K1-B5 

Seq. No. 182128 

Seq. ID LIB3177-047-P1-K1-B8 



248 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



182129 

LIB3177-047-P1-K1-C12 
182130 

LIB3177-047-P1-K1-C5 



182131 
LIB3177- 

182132 
LIB3177- 



■047-P1-K1-D10 



047-P1-K1-D11 



182133 

LIB3177-047-P1-K1-D3 
182134 

LIB3177-04 7-P1-K1-D6 



182135 
LIB3177- 



047-P1-K1-D7 



182136 

LIB3177-047-P1-K1-D8 
182137 

LIB3177-047-P1-K1-D9 
182138 

LIB3177-047-P1-K1-E9 



182139 
LIB3177- 



■047-P1-K1-F10 



182140 

LIB3177-047-P1-K1-G8 



182141 
LIB3177- 



047-P1-K1-G9 



182142 

LIB3177-047-P1-K1-H10 
182143 

LIB3177-047-P1-K1-H11 
182144 

LIB3177-047-P1-K1-H2 
182145 

LIB3177-047-P1-K1-H5 



182146 
LIB3177- 



047-P1-K1-H6 



182147 

LIB3177-04 7-P1-K1-H7 



24900 



Seq. No. 182148 

Seq. ID LIB3177-047-P1-K1-H8 

Seq. No. 182149 

Seq. ID LIB3177-047-P1-K1-H9 

Seq. No. 182150 

Seq. ID LIB3177-048-P1-K1-A12 

Seq. No. 182151 

Seq. ID LIB3177-048-P1-K1-A8 

Seq. No. 182152 

Seq. ID LIB3177-048-P1-K1-B10 

Seq. No. 182153 

Seq. ID LIB3177-048-P1-K1-B11 

Seq. No. 182154 

Seq. ID LIB3177-048-P1-K1-C11 

Seq. No. 182155 

Seq. ID LIB3177-048-P1-K1-C4 

Seq. No. 182156 

Seq. ID LIB3177-048-P1-K1-D1 

Seq. No. 182157 

Seq. ID LIB3177-048-P1-K1-D12 

Seq. No. 182158 

Seq. ID LIB3177-048-P1-K1-E11 

Seq. No. 182159 

Seq. ID LIB3177-048-P1-K1-E12 

Seq. No. 182160 

Seq. ID LIB3177-048-P1-K1-G11 

Seq. No. 182161 

Seq. ID LIB3177-048-P1-K1-G7 

Seq. No. 182162 

Seq. ID LIB3177-049-P1-K1-A6 

Seq. No. 182163 

Seq. ID LIB3177-049-P1-K1-B6 

Seq. No. 182164 

Seq. ID LIB3177-049-P1-K1-C12 

Seq. No. 182165 

Seq. ID LIB3177-049-P1-K1-D1 

Seq. No. 182166 

Seq. ID LIB3177-049-P1-K1-D2 



24901 



Seq. No. 182167 

Seq. ID LIB3177-049-P1-K1-D7 

Seq. No. 182168 

Seq. ID LIB3177-049-P1-K1-D8 

Seq. No. 182169 

Seq. ID LIB3177-049-P1-K1-E5 

Seq. No. 182170 

Seq. ID LIB3177-049-P1-K1-F10 

Seq. No. 182171 

Seq. ID LIB3177-049-P1-K1-F8 

Seq. No, 182172 

Seq. ID LIB3177-049-P1-K1-G5 

Seq. No. 182173 

Seq. ID LIB3177-049-P1-K1-G9 

Seq. No. 182174 

Seq. ID LIB3177-049-P1-K1-H12 

Seq. No. 182175 

Seq. ID LIB3177-049-P1-K1-H4 

Seq. No. 182176 

Seq. ID LIB3177-049-P1-K1-H5 

Seq. No. 182177 

Seq. ID LIB3177-049-P1-K2-C5 

Seq. No. 182178 

Seq. ID LIB3177-049-P1-K2-F11 

Seq. No. 182179 

Seq. ID LIB3177-049-P1-K2-G7 

Seq. No. 182180 

Seq. ID LIB3177-049-P1-K2-H6 

Seq. No. 182181 

Seq. ID LIB3177-050-P1-K1-A11 

Seq. No. 182182 

Seq. ID LIB3177-050-P1-K1-A12 

Seq. No. 182183 

Seq. ID LIB3177-050-P1-K1-A5 

Seq. No. 182184 

Seq. ID LIB3177-050-P1-K1-A7 

Seq. No. 182185 

Seq. ID LIB3177-050-P1-K1-A8 



24902 



Seq. 
Seq. 


No. 

ID 


182186 
LIB3177 


-050 


-Pl 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


182187 
LIB3177 


-050 


-PI 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


182188 
LIB3177 


-050 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


182189 
LIB3177 


-050 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No, 

ID 


182190 
LIB3177 


-050 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 
ID 


182191 
LIB3177- 


-050- 


-PI 


-Kl- 


-D12 


Seq. 
Seq. 


No, 

ID 


182192 
LIB3177- 


-050- 


-PI 


-Kl- 


-D8 


Seq. 
Seq. 


No. 

ID 


182193 
LIB3177- 


-050- 


-PI- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


182194 
LIB3177- 


-050- 


-PI- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


182195 
LIB3177- 


-050- 


-PI- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


182196 
LIB3177- 


-050- 


-PI- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


182197 
LIB3177- 


-050- 


-Pl- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


182198 
LIB3177- 


-050- 


■Pl- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


182199 
LIB3177- 


-050- 


-Pl- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


182200 
LIB3177- 


-050- 


•Pl- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


182201 
LIB3177- 


-050- 


Pl- 


■Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


182202 
LIB3177- 


050- 


Pl- 


■Kl- 


■G3 


Seq. 
Seq. 


No. 

ID 


182203 
LIB3177- 


050- 


Pl- 


Kl- 


G5 


Seq. 
Seq. 


No. 

ID 


182204 
LIB3177- 


050- 


Pl- 


Kl- 


G8 



24903 



Seq. No. 182205 

. Seq, ID LIB3177-050-P1-K1-G9 

Seq. No. 182206 

Seq. ID LIB3177-050-P1-K1-H1 

Seq. No. 182207 

Seq. ID LIB3177-050-P1-K1-H12 

Seq. No. 182208 

Seq. ID LIB3177-050-P1-K1-H2 

Seq. No. 182209 

Seq. ID LIB3177-050-P1-K1-H3 

Seq. No. 182210 

Seq. ID LIB3177-050-P1-K1-H6 

Seq. No. 182211 

Seq. ID LIB3177-050-P1-K1-H9 

Seq. No. 182212 

Seq. ID LIB3177-050-P1-K2-A12 

Seq. No. 182213 

Seq. ID LIB3177-050-P1-K2-A8 

Seq. No.- 182214 

Seq. ID LIB3177-050-P1-K2-E3 

Seq. No. 182215 

Seq. ID LIB3177-050-P1-K2-F10 

Seq. No. 182216 

Seq. ID LIB3177-050-P1-K2-G3 

Seq. No. 182217 

Seq. ID LIB3177-050-P1-K2-H1 

Seq. No. 182218 

Seq. ID LIB3177-050-P1-K2-H7 

Seq. No. 182219 

Seq. ID LIB3177-052-P1-K1-D5 

Seq. No. 182220 

Seq. ID LIB3177-052-P1-K1-F10 

Seq. No. 182221 

Seq. ID LIB3177-052-P1-K1-G1 

Seq. No. 182222 

Seq. ID LIB3177-053-P1-K1-B12 

Seq. No. 182223 

Seq. ID LIB3177-053-P1-K1-B6 



24904 



Seq. No. 182224 

Seq. ID LIB3177-053-P1-K1-C12 

Seq. No. 182225 

Seq. ID LIB3177-053-P1-K1-C5 

Seq. No. 182226 

Seq. ID LIB3177-053-P1-K1-E12 

Seq. No. 182227 

Seq. ID LIB3177-053-P1-K1-G1 

Seq. No. 182228 

Seq. ID LIB3177-055-P1-K1-B8 

Seq. No. 182229 

Seq. ID LIB3177-055-P1-K1-C5 

Seq. No. 182230 

Seq. ID LIB3177-055-P1-K1-C6 

Seq. No. 182231 

Seq. ID LIB3177-055-P1-K1-D6 

Seq. No. 182232 

Seq. ID LIB3177-055-P1-K1-E12 

Seq. No. 182233 

Seq. ID LIB3177-055-P1-K1-G11 

Seq. No. 182234 

Seq. ID LIB3177-055-P1-K1-G2 

Seq. No. 182235 

Seq. ID LIB3177-056-P1-K1-A3 

Seq. No. 182236 

Seq. ID LIB3177-056-P1-K1-D8 

Seq. No. 182237 

Seq. ID LIB3177-056-P1-K1-E3 

Seq. No. 182238 

Seq. ID LIB3177-056-P1-K1-F1 

Seq. No. 182239 

Seq. ID LIB3177-057-P1-K1-B12 

Seq. No. 182240 

Seq. ID LIB3177-057-P1-K1-B2 

Seq. No. 182241 

Seq. ID LIB3177-057-P1-K1-B6 

Seq. No. 182242 

Seq. ID LIB3177-057-P1-K1-D12 



24905 



Seq. No. 182243 

Seq. ID LIB3177-057-P1-K1-D8 

Seq. No. 182244 

Seq. ID LIB3177-057-P1-K1-F1 

Seq. No. 182245 

Seq. ID LIB3177-057-P1-K1-G10 

Seq. No. 182246 

Seq. ID LIB3177-059-P1-K1-A5 

Seq. No. 182247 

Seq. ID LIB3177-059-P1-K1-B4 

Seq. No. 182248 

Seq. ID LIB3177-059-P1-K1-B5 

Seq. No. 182249 

Seq. ID LIB3177-059-P1-K1-B8 

Seq. No. 182250 

Seq. ID LIB3177-059-P1-K1-D10 

Seq. No. 182251 

Seq. ID LIB3177-059-P1-K1-D5 

-Seq. No. 182252 

Seq. ID LIB3177-059-P1-K1-E5 

Seq. No. 182253 

Seq. ID LIB3177-059-P1-K1-F4 

Seq. No. 182254 

Seq. ID LIB3177-059-P1-K1-H2 

Seq. No. 182255 

Seq. IS LIB3177-060-P1-K1-A10 

Seq. No. 182256 

Seq. ID LIB3177-060-P1-K1-C11 

Seq. No. 182257 

Seq. ID LIB3177-060-P1-K1-C2 

Seq. No. 182258 

Seq. ID LIB3177-060-P1-K1-C4 

Seq. No. 182259 

Seq. ID LIB3177-060-P1-K1-C5 

Seq. No. 182260 

Seq. ID LIB3177-060-P1-K1-D11 

Seq. No. 182261 

Seq. ID LIB3177-060-P1-K1-D8 



24906' 



Seq. No. 182262 

Seq. ID LIB3177-060-P1-K1-E2 

Seq. No. 182263 

Seq. ID LIB3177-060-P1-K1-F6 

Seq. No. 182264 

Seq. ID LIB3177-060-P1-K1-G12 

Seq. No. 182265 

Seq. ID LIB3177-060-P1-K1-H8 

Seq. No. 182266 

Seq. ID LIB3177-062-P1-K1-B5 

Seq. No. 182267 

Seq. ID LIB3177-062-P1-K1-B6 

Seq. No. 182268 

Seq. ID LIB3177-063-P1-K1-A1 

Seq. No. 182269 

Seq. ID LIB3177-063-P1-K1-A10 

Seq. No. 182270 

Seq. ID LIB3177-063-P1-K1-B10 

Seq. No. 182271 

Seq. ID LIB3177-063-P1-K1-B8 

Seq. No. 182272 

Seq. ID LIB3177-063-P1-K1-C1 

Seq. No. 182273 

Seq. ID LIB3177-063-P1-K1-C11 

Seq. No. 182274 

Seq. ID LIB3177-063-P1-K1-C3 

Seq. No. 182275 

Seq. ID LIB3177-063-P1-K1-D6 

Seq. No. 182276 

Seq. ID LIB3177-063-P1-K1-E8 

Seq. No. 182277 

Seq. ID LIB3177-063-P1-K1-F10 

Seq. No. 182278 

Seq. ID LIB3177-063-P1-K1-H11 

Seq. No. 182279 

Seq. ID LIB3I77-064-P1-K1-E12 

Seq. No. 182280 

Seq. ID LIB3177-064-P1-K1-G1 



24907 



Seq. 
Seq. 


No. 
ID 


182281 
LIB3177 


-064 


-Pl 


-Kl 


-Hl 


Seq. 
Seq. 


No. 

ID 


182282 
LIB3177 


-065 


-PI 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


182283 
LIB3177 


-065 


-PI 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


182284 
LIB3177 


-065 


-PI 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


182285 
LIB3177 


-065 


-PI 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


182286 
LIB3177- 


-065 


-PI 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


182287 
LIB3177- 


-065- 


-PI 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


182288 
LIB3177- 


-065- 


-PI 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


182289 
LIB3177- 


-065- 


-PI- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


182290 
LIB3177- 


-065- 


-Pl- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


182291 
LIB3177- 


-066- 


-Pl- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


182292 
LIB3177- 


-066- 


-Pl- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


182293 
LIB3177- 


-066- 


-Pl- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


182294 
LIB3177- 


-066- 


-Pl- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


182295 
LIB3177- 


-066- 


-Pl- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


182296 
LIB3177- 


•066- 


■Pl- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 
ID 


182297 
LIB3177- 


066- 


Pl- 


■Kl- 


■Fll 


Seq. 
Seq. 


No. 
ID 


182298 
LIB3177- 


066- 


Pl- 


Kl- 


Gl 


Seq. 
Seq. 


No. 

ID 


182299 
LIB3177- 


066- 


Pl- 


Kl- 


HI 



24908 



# 



Seq. No. 182300 

Seq. ID LIB3177-066-P1-K1-H11 

Seq. No. 182301 

Seq. ID LIB3177-067-P1-K1-A11 

Seq. No. 182302 

Seq. ID LIB3177-067-P1-K1-A9 

Seq. No. 182303 

Seq. ID LIB3177-067-P1-K1-B7 

Seq. No. 182304 

Seq. ID LIB3177-067-P1-K1-C10 

Seq. No. 182305 

Seq. ID LIB3177-067-P1-K1-C4 

Seq. No. 182306 

Seq. ID LIB3177-067-P1-K1-D10 

Seq. No. 182307 

Seq. ID LIB3177-067-P1-K1-D12 

Seq. No. 182308 

Seq. ID LIB3177-067-P1-K1-D2 

Seq. No. 182309 

Seq. ID LIB3177-067-P1-K1-E4 

Seq. No. 182310 

Seq. ID LIB3177-067-P1-K1-F10 

Seq. No. 182311 

Seq. ID LIB3177-067-P1-K1-G7 

Seq. No. 182312 

Seq. ID LIB3177-067-P1-K1-H7 

Seq. No. 182313 

Seq. ID LIB3177-068-P1-K1-D1 

Seq. No. 182314 

Seq. ID LIB3177-068-P1-K1-E8 

Seq. No. 182315 

Seq. ID LIB3177-068-P1-K1-E9 

Seq. No. 182316 

Seq. ID LIB3177-068-P1-K1-F12 

Seq. No. 182317 

Seq. ID LIB3177-068-P1-K1-G8 

Seq. No. 182318 

Seq. ID LIB3177-069-P1-K1-A1 



24909 



• 



Seq. 
Seq. 


No. 

ID 


182319 
LIB3177 


-069 


-Pl 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


182320 
LIB3177 


-069 


-PI 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


182321 
LIB3177 


-069 


-PI 


-Kl 


-B9 


Seq. 
Seq. 


No. 
ID 


182322 
LIB3177 


-069 


-PI 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


182323 
LIB3177- 


-069- 


-PI 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


182324 
LIB3177- 


-069- 


-PI 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


182325 
LIB3177- 


-069- 


-PI 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


182326 
LIB3177- 


-069- 


-PI- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


182327 
LIB3177- 


-069- 


■PI- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


182328 
LIB3177- 


-070- 


-PI- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


182329 
LIB3177- 


-070- 


-PI- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


182330 
LIB3177- 


-070- 


-PI- 


-Kl- 


■G12 


Seq. 
Seq. 


No. 
ID 


182331 
LIB3177- 


-071- 


-Pl- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


182332 
LIB3177- 


-071- 


-Pl- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 

ID 


182333 
LIB3177- 


-071- 


-Pl- 


-Kl- 


-C7 


Seq. 
Seq. 


No. 

ID 


182334 
LIB3177- 


■071- 


Pl- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


182335 
LIB3177- 


071- 


Pl- 


-Kl- 


■Fll 


Seq. 
Seq. 


No. 
ID 


182336 
LIB3177- 


071- 


Pl- 


Kl- 


G12 


Seq. 
Seq. 


No. 

ID 


182337 
LIB3177- 


071- 


Pl- 


Kl- 


G9 



24910 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



182338 

LIB3177-071-P1-K1-H3 
182339 

LIB3177-072-P1-K1-B3 
182340 

LIB3177-072-P1-K1-C2 
182341 

LIB3177-072-P1-K1-C5 
182342 

LIB3177-072-P1-K1-H8 
182343 

LIB3177-073-P1-K1-A10 
182344 

LIB3177-073-P1-K1-A9 
182345 

LIB3177-073-P1-K1-B6 
182346 

LIB3177-073-P1-K1-C1 
182347 

LIB3177-073-P1-K1-E4 
182348 

LIB3177-073-P1-K1-F3 
182349 

LIB3177-073-P1-K1-F7 
182350 

LIB3177-073-P1-K1-G6 
182351 

LIB3177-074-P1-K1-A1 
182352 

LIB3177-074-P1-K1-A10 
182353 

LIB3177-074-P1-K1-A2 
182354 

LIB3177-074-P1-K1-A3 
182355 

LIB3177-074-P1-K1-A7 
182356 

LIB3177-074-P1-K1-A8 



24911 



Seq. 
Seq. 


No. 

ID 


182357 
LIB3177 


-074 


-Pl 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


182358 
LIB3177 


-074 


-PI 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


182359 
LIB3177 


-074 


-PI 


-Kl 


-B3 


Seq. 
Seq. 


No. 

ID 


182360 
LIB3177 


-074 


-PI 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


182361 
LIB3177 


-074 


-PI 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


182362 
LIB3177 


-074 


-PI 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


182363 
LIB3177 


-074 


-PI 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


182364 
LIB3177- 


-074 


-Pl- 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


182365 
LIB3177- 


-074 


-Pl- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 

ID 


182366 
LIB3177- 


-074 


-PI- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


182367 
LIB3177- 


-074 


-PI- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 
ID 


182368 
LIB3177- 


-074- 


-PI- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


182369 
LIB3177- 


-074- 


-Pl- 


-Kl- 


-D7 


Seq. 
Seq. 


No. 
ID 


182370 
LIB3177- 


-074- 


-Pl- 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


182371 
LIB3177- 


-074- 


-Pl- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


182372 
LIB3177- 


-074- 


-Pl- 


■Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


182373 
LIB3177- 


-074- 


-Pl- 


■Kl- 


■E4 


Seq. 
Seq. 


No. 

ID 


182374 
LIB3177- 


■074- 


-Pl- 


Kl- 


E6 


Seq, 
Seq. 


No. 

ID 


182375 
LIB3177- 


■074- 


-Pl- 


Kl- 


E7 



24912 



Seq. 
Seq. 


No. 

ID 


182376 
LIB3177 


-074 


-Pl 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


182377 
LIB3177 


-074 


-PI 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


182378 
LIB3177 


-074 


-PI 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


182379 
LIB3177 


-074 


-PI 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


182380 
LIB3177 


-074 


-PI 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


182381 
LIB3177 


-074 


-PI 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


182382 
LIB3177 


-074 


-PI 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


182383 
LIB3177 


-074 


-PI 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


182384 
LIB3177 


-074 


-PI 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


182385 
LIB3177 


-074 


-PI 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


182386 
LIB3177- 


-075 


-PI- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


182387 
LIB3177- 


-075 


-Pl- 


-Kl- 


-B9 


Seq. 
Seq. 


No. 

ID 


182388 
LIB3177- 


-075 


-Pl- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


182389 
LIB3177- 


-075 


-Pl- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


182390 
LIB3177- 


-075- 


-PI- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


182391 
LIB3177- 


-075- 


-Pl- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


182392 
LIB3177- 


-075- 


-Pl- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


182393 
LIB3177- 


-075- 


-Pl- 


-Kl- 


•F9 


Seq. 
Seq. 


No. 
ID 


182394 
LIB3177- 


-075- 


-Pl- 


■Kl- 


-H7 



24913 



Seq. 
Seq. 


No. 

ID 


182395 
LIB3177 


-076 


-Pl 


-Kl 


-D3 


Seq. 
Seq. 


No. 

ID 


182396 
LIB3177 


-077 


-PI 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


182397 
LIB3177 


-077 


-PI 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


182398 
LIB3177 


-078 


-PI 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


182399 
LIB3177 


-078 


-PI 


-Kl 


-E3 


Seq. 
Seq* 


No. 

ID 


182400 
LIB3177 


-078 


-PI 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


182401 
LIB3177 


-078 


-PI 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


182402 
LIB3177 


-079 


-PI 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


182403 
LIB3177 


-079 


-PI 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


182404 
LIB3177 


-079 


-PI 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


182405 
LIB3177 


-080 


-PI 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


182406 
LIB3177- 


-080 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


182407 
LIB3177- 


-080 


-PI- 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


182408 
LIB3177- 


-080 


-PI- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


182409 
LIB3177- 


-080- 


-PI- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


182410 
LIB3177- 


-080- 


-Pl- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


182411 
LIB3177- 


-080- 


-Pl- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


182412 
LIB3177- 


-081- 


-Pl- 


-Kl- 


-Bll 


Seq. 
Seq . 


No. 

ID 


182413 
LIB3177- 


-081- 


-Pl- 


■Kl- 


-B8 



24914 



Seq. No. 182414 

Seq. ID LIB3177-081-P1-K1-C10 

Seq. No. 182415 

Seq. ID LIB3177-081-P1-K1-D4 

Seq. No. 182416 

Seq. ID LIB3177-081-P1-K1-E3 

Seq. No. 182417 

Seq. ID LIB3177-081-P1-K1-E4 

Seq. No. 182418 

Seq. ID LIB3177-081-P1-K1-F4 

Seq. No. 182419 

Seq. ID LIB3177-082-P1-K1-A2 

Seq. No. 182420 

Seq. ID LIB3177-082-P1-K1-A3 

Seq. No. 182421 

Seq. ID LIB3177-082-P1-K1-A4 

Seq. No. 182422 

Seq. ID LIB3177-082-P1-K1-B10 

Seq. No. 182423 

Seq. ID LIB3177-082-P1-K1-B7 

Seq. No. 182424 

Seq. ID LIB3177-082-P1-K1-C8 

Seq. No. 182425 

Seq. ID LIB3177-082-P1-K1-D11 

Seq. No. 182426 

Seq. ID LIB3177-082-P1-K1-D5 

Seq. No. 182427 

Seq. ID LIB3177-082-P1-K1-F3 

Seq. No. 182428 

Seq. ID LIB3177-082-P1-K1-F8 

Seq. No. 182429 

Seq. ID LIB3177-082-P1-K1-G11 

Seq. No. 182430 

Seq. ID LIB3177-082-P1-K1-G7 

Seq. No. 182431 

Seq. ID LIB3177-082-P1-K1-H8 

Seq. No. 182432 

Seq. ID LIB3177-083-P1-K1-A11 



24915 



# 



Seq. 
Seq. 


No. 

ID 


182433 
LIB3177 


-083 


-Pl 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


182434 
LIB3177 


-083 


-PI 


-Kl 


-B9 


Seq. 
Seq. 


No. 

ID 


182435 
LIB3177 


-083- 


-PI 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


182436 
LIB3177 


-083- 


-PI' 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


182437 
LIB3177- 


-083- 


-PI' 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


182438 
LIB3177- 


-083- 


-PI- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


182439 
LIB3177- 


-083- 


-PI- 


-Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


182440 
LIB3177- 


-083- 


-PI- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 
ID 


182441 
LIB3177- 


-084- 


-PI- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


182442 
LIB3177- 


-084- 


-PI- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


182443 
LIB3177- 


-084- 


-PI- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


182444 
LIB3177- 


-084- 


-Pl- 


-Kl- 


-C3 


Seq. 
Seq. 


No. 
ID 


182445 
LIB3177- 


-084- 


■Pl- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


182446 
LIB3177- 


-084- 


-Pl- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


182447 
LIB3177- 


-084- 


-Pl- 


■Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


182448 
LIB3177- 


-084- 


-Pl- 


•Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


182449 
LIB3177- 


-084- 


■Pl- 


■Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


182450 
LIB3177- 


■084- 


■Pl- 


■Kl- 


■Mil 


Seq. 
Seq. 


No. 

ID 


182451 
LIB3177- 


■084- 


Pl- 


•Kl- 


H9 



24916 



Seq. No. 182452 

Seq. ID LIB3177-085-P1-K1-C1 

Seq. No. 182453 

Seq. ID LIB3177-085-P1-K1-D7 

Seq. No. 182454 

Seq. ID LIB3177-085-P1-K1-E4 

Seq. No. 182455 

Seq. ID LIB3177-086-P1-K1-A4 

Seq. No. 182456 

Seq. ID LIB3177-086-P1-K1-A7 

Seq. No. 182457 

Seq. ID LIB3177-036-P1-K1-A9 

Seq. No. 182458 

Seq. ID LIB3177-086-P1-K1-B6 

Seq. No. 182459 

Seq. ID LIB3177-086-P1-K1-B7 

Seq. No. 182460 

Seq. ID LIB3177-086-P1-K1-B8 

Seq. No. 182461 

Seq. ID LIB3177-086-P1-K1-C3 

Seq. No. 182462 

Seq. ID LIB3177-086-P1-K1-E12 

Seq. No. 182463 

Seq. ID LIB3177-086-P1-K1-G1 

Seq. No. 182464 

Seq. ID L iB3177-086-Pl-Kl-H6 

Seq. No. 182465 

Seq. ID LIB3177-087-P1-K1-A11 

Seq. No. 182466 

Seq. ID LIB3177-087-P1-K1-B9 

Seq. No. 182467 

Seq. ID LIB3177-087-P1-K1-E5 

Seq. No. 182468 

Seq. ID LIB3177-087-P1-K1-F10 

Seq. No. 182469 

Seq. ID LIB3177-087-P1-K1-F9 

Seq. No. 182470 

Seq. ID LIB3177-087-P1-K1-G10 



24917 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



182471 
LIB3177- 

182472 
LIB3177- 

182473 
LIB3177- 

182474 
LIB3177- 

182475 
LIB3177- 



'088-P1-K1-C8 
■088-P1-K1-F9 
■088-P1-K1-G10 

088- P1-K1-H7 

089- P1-K1-A9 



182476 

LIB3177-08 9-P1-K1-D10 



182477 
LIB3177- 

182478 
LIB3177- 

182479 
LIB3177- 



■089-P1-K1-E11 

089-P1-K1-E4 

089-P1-K1-G11 



182480 

LIB3177-08 9-P1-K1-G3 
182481 

LIB3177-090-P1-K1-F2 
182482 

LIB3177-0 90-P1-K1-F3 
182483 

LIB3177-090-P1-K1-H5 



182484 
LIB3177- 



091-P1-K1-B5 



182485 

LIB3177-091-P1-K1-C5 



182486 
LIB3177- 

182487 
LIB3177- 



091-P1-K1-E1 



092-P1-K1-C8 



182488 

LIB3177-092-P1-K1-D2 
182489 

LIB3177-092-P1-K1-E12 



24918 



Seq. No. . 182490 

Seq. ID LIB3177-092-P1-K1-E8 

Seq. No. 182491 

Seq. ID LIB3177-092-P1-K1-F6 

Seq. No. 182492 

Seq. ID LIB3177-093-P1-K1-C7 

Seq. No. 182493 

Seq. ID LIB3177-093-P1-K1-D5 

Seq. No. 182494 

Seq. ID LIB3177-094-P1-K1-C1 

Seq. No. 182495 

Seq. ID LIB3177-094-P1-K1-D1 

Seq. No. 182496 

Seq. ID LIB3177-094-P1-K1-D6 

Seq. No. 182497 

Seq. ID LIB3177-094-P1-K1-E12 

Seq. No. 182498 

Seq. ID LIB3177-094-P1-K1-H7 

Seq. No. 182499 

Seq. ID LIB3177-095-P1-K1-A12 

Seq. No. 182500 

Seq. ID LIB3177-095-P1-K1-A8 

Seq. No. 182501 

Seq. ID LIB3177-095-P1-K1-B12 

Seq. No. 182502 

Seq. ID LIB3177-095-P1-K1-B2 

Seq. No. 182503 

Seq. ID LIB3177-095-P1-K1-B5 

Seq. No. 182504 

Seq. ID LIB3177-095-P1-K1-B9 

Seq. No. 182505 

Seq. ID LIB3177-095-P1-K1-C6 

Seq. No. 182506 

Seq. ID LIB3177-095-P1-K1-C8 

Seq. No. 182507 

Seq. ID LIB3177-095-P1-K1-D12 

Seq. No. 182508 

Seq. ID LIB3177-095-P1-K1-D7 



24919 



Seq. No. 
Seq. ID 



182509 

LIB3177-095-P1-K1-G12 



Seq. 
Seq. 


No. 

ID 


182510 
LIB3177 


-095 


-Pl 


-Kl 


-G3 


Seq. 
Seq, 


No. 

ID 


182511 
LIB3177 


-095 


-PI 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


182512 
LIB3177 


-096 


-PI 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


182513 
LIB3177 


-096 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


182514 
LIB3177 


-096 


-PI 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


182515 
LIB3177 


-096 


-PI 


-Kl 


-F12 


Seq. 
Seq. 


No. 
ID 


182516 
LIB3177 


-097- 


-PI 


-Kl- 


-C10 


Seq. 
Seq. 


No. 

ID 


182517 
LIB3177 


-097- 


-PI 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


182518 
LIB3177- 


-097- 


-PI- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 

ID 


182519 
LIB3177- 


-098- 


-PI- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


182520 
LIB3177- 


-098- 


-Pl- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


182521 
LIB3177- 


-098- 


-Pl- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 

ID 


182522 
LIB3177- 


-098- 


-Pl- 


-Kl- 


-D4 


Seq. 
Seq. 


No. 

ID 


182523 
LIB3177- 


-099- 


-Pl- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 

ID 


182524 
LIB3177- 


-099- 


■Pl- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 

ID 


182525 
LIB3234- 


-001- 


-Pl- 


-Kl- 


-Al 


Seq. 
Seq. 


No. 

ID 


182526 
LIB3234- 


-001- 


-Pl- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


182527 
LIB3234- 


-001- 


■Pl- 


■Kl- 


-B8 
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Seq. 
Seq. 


No. 

ID 


182528 
LIB3234 


-001 


-Pl 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


182529 
LIB3234 


-001 


-PI 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


182530 
LIB3234 


-001 


-PI 


-Kl 


-F3 


Seq. 
Seq, 


No. 

ID 


182531 
LIB3234 


-001 


-PI 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


182532 
LIB3234 


-001 


-PI 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


182533 
LIB3234 


-003 


-PI 


-Kl 


-Al 


Seq. 
Seq. 


No. 

ID 


182534 
LIB3234- 


-003 


-PI 


-Kl 


-A10 


Seq. 
Seq. 


No. 

ID 


182535 
LIB3234- 


-003- 


-PI 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


182536 
LIB3234- 


-003- 


-PI- 


-Kl- 


-A12 


Seq. 
Seq, 


No. 

ID 


182537 
LIB3234- 


-003- 


-Pl- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


182538 
LIB3234- 


-003- 


-Pl- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


182539 
LIB3234- 


-003- 


-Pl- 


-Kl- 


-A6 


Seq. 
Seq. 


No. 
ID 


182540 
LIB3234- 


-003- 


-Pl- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


182541 
LIB3234- 


-003- 


-Pl- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


182542 
LIB3234- 


-003- 


-Pl- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


182543 
LIB3234- 


■003- 


-Pl- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


182544 
LIB3234- 


003- 


Pl- 


■Kl- 


B2 


Seq. 
Seq. 


No. 

ID 


182545 
LIB3234- 


003- 


Pl- 


Kl- 


B3 


Seq. 
Seq. 


No. 

ID 


182546 
LIB3234- 


003- 


Pl- 


Kl- 


B6 
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Seq. 
Seq. 


No. 

ID 


182547 
LIB3234 


-003 


-Pl 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


182548 
LIB3234 


-003 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


182549 
LIB3234 


-003 


-PI 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


182550 
LIB3234 


-003 


-PI 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


182551 
LIB3234 


-003 


-PI 


-Kl 


-C2 


Seq. 
Seq. 


No. 

ID 


182552 
LIB3234 


-003 


-PI 


-Kl 


-C7 


Seq. 
Seq. 


No. 
ID 


182553 
LIB3234 


-003 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


182554 
LIB3234 


-003 


-PI 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


182555 
LIB3234 


-003 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


182556 
LIB3234 


-003 


-PI 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


182557 
LIB3234 


-003 


-PI 


-Kl 


-E10 


Seq. 
Seq. 


No. 

ID 


182558 
LIB3234 


-003 


-Pl- 


-Kl- 


-E3 


Seq. 
Seq. 


No. 

ID 


182559 
LIB3234 


-003- 


-Pl- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 
ID 


182560 
LIB3234 


-003- 


-Pl- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


182561 
LIB3234- 


-003- 


-Pl- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


182562 
LIB3234- 


-003- 


-Pl- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


182563 
LIB3234- 


-003- 


-Pl- 


-Kl- 


-Fll 


Seq. 
Seq. 


No. 

ID 


182564 
LIB3234- 


-003- 


-Pl- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 
ID 


182565 
LIB3234- 


-003- 


-Pl- 


-Kl- 


-F5 
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Seq. 
Seq. 


No. 

ID 


182566 
LIB3234 


-003 


-Pl 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


182567 
LIB3234 


-003 


-PI 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


182568 
LIB3234 


-003 


-PI 


-Kl 


-Gl 


Seq. 
Seq. 


No. 
ID 


182569 
LIB3234 


-003 


-PI 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


182570 
LIB3234 


-003 


-PI 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


182571 
LIB3234 


-003 


-PI 


-Kl 


-G2 


Seq. 
Seq. 


No. 

ID 


182572 
LIB3234 


-003 


-PI 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


182573 
LIB3234 


-003 


-PI 


-Kl 


-G5 


Seq. 
Seq. 


No. 

ID 


182574 
LIB3234 


-003 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


182575 
LIB3234 


-003 


-PI 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


182576 
LIB3234 


-003 


-PI 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


182577 
LIB3234 


-003 


-PI 


-Kl 


-Hll 


Seq. 
Seq. 


No. 

ID 


182578 
LIB3234 


-003 


-PI 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


182579 
LIB3234 


-003 


-PI 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


182580 
LIB3234 


-003 


-PI 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


182581 
LIB3234 


-003- 


-PI 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


182582 
LIB3234 


-003- 


-PI 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


182583 
LIB3234 


-004- 


-PI 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


182584 
LIB3234 


-004- 


-Pl- 


-Kl- 


-Bll 
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Seq. No. 182585 

Seq. ID LIB3234-004-P1-K1-B2 

Seq. No. 182586 

Seq. ID LIB3234-004-P1-K1-B5 

Seq. No. 182587 

Seq. ID LIB3234-004-P1-K1-B9 

Seq. No. 182588 

Seq. ID LIB3234-004-P1-K1-C4 

Seq. No. 182589 

Seq. ID LIB3234-004-P1-K1-C5 

Seq. No. 182590 

Seq. ID LIB3234-004-P1-K1-C6 

Seq. No. 182591 

Seq. ID LIB3234-004-P1-K1-C9 

Seq. No. 182592 

Seq. ID LIB3234-004-P1-K1-D11 

Seq. No. 182593 

Seq. ID LIB3234-004-P1-K1-D12 

Seq. No. 182594 

Seq. ID LIB3234-004-P1-K1-D3 

Seq. No. 182595 

Seq. ID LIB3234-004-P1-K1-D5 

Seq. No. 182596 

Seq. ID LIB3234-004-P1-K1-D7 

Seq. No. 182597 

Seq. ID LIB3234-004-P1-K1-D8 

Seq. No. 182598 

Seq. ID LIB3234-004-P1-K1-D9 

Seq. No. 182599 

Seq. ID LIB3234-004-P1-K1-E6 

Seq. No. 182600 

Seq. ID LIB3234-004-P1-K1-E7 

Seq. No. 182601 

Seq. ID LIB3234-004-P1-K1-E8 

Seq. No. 182602 

Seq. ID LIB3234-004-P1-K1-E9 

Seq. No. 182603 

Seq. ID LIB3234-004-P1-K1-F10 
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Seq. No. 182604 

Seq. ID LIB3234-004-P1-K1-F3 

Seq. No. 182605 

Seq. ID LIB3234-004-P1-K1-F5 

Seq. No. 182606 

Seq. ID LIB3234-004-P1-K1-F6 

Seq. No. 182607 

Seq. ID LIB3234-004-P1-K1-F7 

Seq. No. 182608 

Seq. ID LIB3234-004-P1-K1-F8 

Seq. No. 182609 

Seq. ID LIB3234-004-P1-K1-G1 

Seq. No. 182610 

Seq. ID LIB3234-004-P1-K1-G10 

Seq. No. 182611 

Seq. ID LIB3234-004-P1-K1-G4 

Seq. No. 182612 

Seq. ID LIB3234-004-P1-K1-G5 

Seq. No. 182613 

Seq. ID LIB3234-004-P1-K1-G7 

Seq. No. 182614 

Seq. ID LIB3234-004-P1-K1-G9 

Seq. No. 182615 

Seq. ID LIB3234-004-P1-K1-H1 

Seq. No. 182616 

Seq. ID LIB3234-004-P1-K1-H12 

Seq. No. 182617 

Seq. ID LIB3234-004-P1-K1-H3 

Seq. No. 182618 

Seq. ID LIB3234-004-P1-K1-H6 

Seq. No. 182619 

Seq. ID LIB3234-004-P1-K1-H7 

Seq. No. 182620 

Seq. ID LIB3234-004-P1-K1-H9 

Seq. No. 182621 

Seq. ID LIB3234-006-P1-K1-A1 

Seq. No. 182622 

Seq. ID LIB3234-006-P1-K1-A12 
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Seq. No. 182623 

Seq. ID LIB3234-006-P1-K1-A3 

Seq. No. 182624 

Seq. ID LIB3234-006-P1-K1-B12 

Seq. No. 182625 

Seq. ID LIB3234-006-P1-K1-C1 

Seq. No. 182626 

Seq. ID LIB3234-006-P1-K1-C2 

Seq. No. 182627 

Seq. ID LIB3234-006-P1-K1-C7 

Seq. No. 182628 

Seq. ID LIB3234-006-P1-K1-C9 

Seq. No. 182629 

Seq. ID LIB3234-006-P1-K1-D3 

Seq. No. 182630 

Seq. ID LIB3234-006-P1-K1-E11 

Seq. No. 182631 

Seq. ID LIB3234-006-P1-K1-E4 

Seq. No. 182632 

Seq. ID LIB3234-006-P1-K1-E9 

Seq. No. 182633 

Seq. ID LIB3234-006-P1-K1-F3 

Seq. No. 182634 

Seq. ID LIB3234-006-P1-K1-F5 

Seq. No. 182635 

Seq. ID LIB3234-006-P1-K1-F7 

Seq. No. 182636 

Seq. ID LIB3234-006-P1-K1-G10 

Seq. No. 182637 

Seq. ID LIB3234-006-P1-K1-G8 

Seq. No. 182638 

Seq. ID LIB3234-008-P1-K1-B2 

Seq. No. 182639 

Seq. ID LIB3234-008-P1-K1-B3 

Seq. No. 182640 

Seq. ID LIB3234-008-P1-K1-B8 

Seq. No. 182641 

Seq. ID LIB3234-008-P1-K1-C6 
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Seq. 
Seq. 


No. 

ID 


182642 
LIB3234 


-008 


-Pl 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


182643 
LIB3234 


-008 


-PI 


-Kl 


-E2 


Seq. 
Seq. 


No. 

ID 


182644 
LIB3234 


-008 


-PI 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


182645 
LIB3234 


-008 


-PI 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


182646 
LIB3234 


-008 


-PI 


-Kl 


-F5 


Seq. 
Seq. 


No. 
ID 


182647 
LIB3234 


-008 


-PI 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


182648 
LIB3234 


-009 


-PI 


-Kl 


-Al 


Seq. 
Seq. 


No. 
ID 


182649 
LIB3234 


-009 


-PI 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


182650 
LIB3234 


-009 


-PI 


-Kl 


-A4 


Seq. 
Seq. 


No. 

ID 


182651 
LIB3234 


-009 


-PI 


-Kl 


-A8 


Seq. 
Seq. 


No. 

ID 


182652 
LIB3234 


-009 


-PI 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


182653 
LIB3234 


-009 


-PI 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


182654 
LIB3234 


-009 


-PI- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 

ID 


182655 
LIB3234- 


-009 


-Pl- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


182656 
LIB3234- 


-009- 


-Pl- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


182657 
LIB3234- 


-009- 


-Pl- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


182658 
LIB3234- 


-010- 


-Pl- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


182659 
LIB3234- 


-010- 


-Pl- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


182660 
LIB3234- 


-010- 


-Pl- 


-Kl- 


-A5 
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Seq. No. 182661 

Seq. ID LIB3234-010-P1-K1-A7 

Seq. No. 182662 

Seq. ID LIB3234-010-P1-K1-B7 

Seq. No. 182663 

Seq. ID LIB3234-010-P1-K1-C10 

Seq. No. 182664 

Seq. ID LIB3234-010-P1-K1-D4 

Seq. No. 182665 

Seq. ID LIB3234-010-P1-K1-G1 

Seq. No. 182666 

Seq. ID LIB3234-010-P1-K1-G8 

Seq. No. 182667 

Seq. ID LIB3234-010-P1-K1-H1 

Seq. No. 182668 

Seq. ID LIB3234-010-P1-K1-H3 

Seq. No. 182669 

Seq. ID LIB3234-011-P1-K1-E8 

Seq. No. 182670 

Seq. ID LIB3234-011-P1-K1-G8 

Seq. No. 182671 

Seq. ID LIB3234-011-P1-K1-H10 

Seq. No. 182672 

Seq. ID LIB3234-011-P1-K1-H12 

Seq. No. 182673 

Seq. ID - LIB3234-011-P1-K1-H7 

Seq. No. 182674 

Seq. ID LIB3234-012-P1-K1-B10 

Seq. No. 182675 

Seq. ID LIB3234-012-P1-K1-B3 

Seq. No. 182676 

Seq. ID LIB3234-012-P1-K1-B6 

Seq. No. 182677 

Seq. ID LIB3234-012-P1-K1-C2 

Seq. No. 182678 

Seq. ID LIB3234-012-P1-K1-D11 

Seq. No. 182679 

Seq. ID LIB3234-012-P1-K1-D6 
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41 



Seq. 
Seq. 


No. 

ID 


182680 
LIB3234 


-012 


-Pl 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


182681 
LIB3234 


-012 


-PI 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


182682 
LIB3234 


-012 


-PI 


-Kl 


-E3 


Seq. 
Seq. 


No. 
ID 


182683 
LIB3234 


-012 


-PI 


-Kl 


-E9 


Seq. 
Seq. 


No. 
ID 


182684 
LIB3234 


-012 


-PI 


-Kl 


-F6 


Seq. 
Seq. 


No. 

ID 


182685 
LIB3234 


-012 


-PI 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


182686 
LIB3234 


-012 


-PI 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


182687 
LIB3234 


-012 


-PI 


-Kl 


-H7 


Seq. 
Seq. 


No. 

ID 


182688 
LIB3234 


-013 


-PI 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


182689 
LIB3234 


-013 


-PI 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


182690 
LIB3234 


-013 


-PI 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


182691 
LIB3234 


-013 


-PI 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


182692 
LIB3234 


-013- 


-PI 


-Kl- 


-E10 


Seq. 
Seq. 


No. 

ID 


182693 
LIB3234- 


-013- 


-Pl- 


-Kl- 


-Ell 


Seq. 
Seq. 


No. 

ID 


182694 
LIB3234- 


-013- 


-Pl- 


-Kl- 


-E4 


Seq. 
Seq. 


No. 
ID 


182695 
LIB3234- 


-013- 


-Pl- 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


182696 
LIB3234- 


-013- 


-Pl- 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


182697 
LIB3234- 


-013- 


-Pl- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


182698 
LIB3234- 


-013- 


-Pl- 


-Kl- 


-G5 
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Seq. No. 182699 

Seq. ID LIB3234-013-P1-K1-G8 

Seq. No. 182700 

Seq. ID LIB3234-013-P1-K1-H10 

Seq. No. 182701 

Seq. ID LIB3234-013-P1-K1-H5 

Seq. No. 182702 

Seq. ID LIB3234-013-P1-K1-H8 

Seq. No. 182703 

Seq. ID LIB3234-013-P1-K1-H9 

Seq. No. 182704 

Seq. ID LIB3234-015-P1-K1-B11 

Seq. No. 182705 

Seq. ID LIB3234-015-P1-K1-B12 

Seq. No. 182706 

Seq. ID LIB3234-015-P1-K1-C11 

Seq. No. 182707 

Seq. ID LIB3234-015-P1-K1-C6 

Seq. No. 182708 

Seq. ID LIB3234-015-P1-K1-E1 

Seq. No. 182709 

Seq. ID LIB3234-015-P1-K1-E4 

Seq. No. 182710 

Seq. ID LIB3234-015-P1-K1-F10 

Seq. No. 182711 

Seq. ID LIB3234-016-P1-K1-C2 

Seq. No. 182712 

Seq. ID LIB3234-016-P1-K1-C6 

Seq. No. 182713 

Seq. ID LIB3234-016-P1-K1-C9 

Seq. No. 182714 

Seq. ID LIB3234-016-P1-K1-D3 

Seq. No. 182715 

Seq. ID LIB3234-016-P1-K1-E1 

Seq. No. 182716 

Seq. ID LIB3234-016-P1-K1-E6 

Seq. No. 182717 

Seq. ID LIB3234-016-P1-K1-F3 
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Seq. 
Seq. 


No. 

ID 


182718 
LIB3234 


-016 


-Pl 


-Kl 


-Gl 


Seq. 
Seq. 


No. 

ID 


182719 
LIB3234 


-017 


-PI 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


182720 
LIB3234 


-017 


-PI 


-Kl 


-B8 


Seq. 
Seq. 


No. 
ID 


182721 
LIB3234 


-017 


-PI 


-Kl 


-B9 


Seq. 
Seq. 


NO. 

ID 


182722 
LIB3234 


-017 


-PI 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


182723 
LIB3234 


-017 


-PI 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


182724 
LIB3234 


-017 


-PI 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


182725 
LIB3234 


-017 


-PI 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


182726 
LIB3234 


-017 


-PI 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


182727 
LIB3234 


-017 


-PI 


-Kl 


-Gil 


Seq. 
Seq. 


No. 

ID 


182728 
LIB3234 


-017 


-PI 


-Kl 


-G9 


Seq. 
Seq. 


No. 

ID 


182729 
LIB3234 


-017 


-PI 


-Kl 


-H4 


Seq. 
Seq. 


No. 

ID 


182730 
LIB3234 


-017 


-PI 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


182731 
LIB3234 


-018 


-PI 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


182732 
LIB3234 


-018 


-PI 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


182733 
LIB3234 


-018 


-PI 


-Kl- 


-Bll 


Seq. 
Seq. 


No. 

ID 


182734 
LIB3234- 


-018- 


-PI- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


182735 
LIB3234- 


-018- 


-PI- 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


182736 
LIB3234- 


-018- 


-PI- 


-Kl- 


-B8 



24931 



Seq. No. 182737 

Seq. ID LIB3234-018-P1-K1-C10 

Seq. No. 182738 

Seq. ID LIB3234-018-P1-K1-C11 

Seq. No. 182739 

Seq. ID LIB3234-018-P1-K1-C6 

Seq. No. 182740 

Seq. ID LIB3234-018-P1-K1-D11 

Seq. No. 182741 

Seq. ID LIB3234-018-P1-K1-D8 

Seq. No. 182742 

Seq. ID LIB3234-018-P1-K1-D9 

Seq. No. 182743 

Seq. ID LIB3234-018-P1-K1-E1 

Seq. No. 182744 

Seq. ID LIB3234-018-P1-K1-E5 

Seq. No. 182745 

Seq. ID LIB3234-018-P1-K1-H3 

Seq. No. 182746 

Seq. ID LIB3234-019-P1-K1-C1 

Seq. No. 182747 

Seq. ID LIB3234-019-P1-K1-C4 

Seq. No. 182748 

Seq. ID LIB3234-019-P1-K1-D11 

Seq. No. 182749 

Seq. ID LIB3234-019-P1-K1-H6 

Seq. No. 182750 

Seq. ID LIB3234-020-P1-K1-B2 

Seq. No. 182751 

Seq. ID LIB3234-020-P1-K1-B3 

Seq. No. 182752 

Seq. ID LIB3234-020-P1-K1-C9 

Seq. No. 182753 

Seq. ID LIB3234-020-P1-K1-F5 

Seq. No. 182754 

Seq. ID LIB3234-020-P1-K1-G2 

Seq. No. 182755 

Seq. ID LIB3234-020-P1-K1-H12 



24932 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



182756 

LIB3234-020-P1-K1-H5 
182757 

LIB3234-021-P1-K1-A10 



182758 
LIB3234- 



021-P1-K1-A4 



182759 

LIB3234-021-P1-K1-B11 



182760 
LIB3234- 



•021-P1-K1-B9 



182761 

LIB3234-021-P1-K1-C4 



182762 
LIB3234- 

182763 
LIB3234- 

182764 
LIB3234- 

182765 
LIB3234- 

182766 
LIB3234- 

182767 
LIB3234- 

182768 
LIB3234- 

182769 
LIB3234- 

182770 
LIB3234- 



■021-P1-K1-D9 

■021-P1-K1-E6 

•021-P1-K1-E8 

■021-P1-K1-F11 

■021-P1-K1-F12 

■021-P1-K1-F4 

■021-P1-K1-G5 

021- P1-K1-H2 

022- P1-K1-A11 



182771 

LIB3234-022-P1-K1-A12 
182772 

LIB3234-022-P1-K1-B12 
182773 

LIB3234-022-P1-K1-C10 



182774 
LIB3234- 



■022-P1-K1-C6 



24933 



Seq. No. 182775 

Seq. ID LIB3234-022-P1-K1-D11 

Seq. No. 182776 

Seq. ID LIB3234-022-P1-K1-D12 

Seq. No. 182777 

Seq. ID LIB3234-022-P1-K1-D7 

Seq. No. 182778 

Seq. ID LIB3234-022-P1-K1-E12 

Seq. No. 182779 

Seq. ID LIB3234-022-P1-K1-E4 

Seq. No. 182780 

Seq. ID LIB3234-022-P1-K1-E5 

Seq. No. 182781 

Seq. ID LIB3234-022-P1-K1-H2 

Seq. No. 182782 

Seq. ID LIB3234-022-P1-K1-H3 

Seq. No. 182783 

Seq. ID LIB3234-025-P1-K1-A3 

Seq. No. 182784 

Seq. ID LIB3234-025-P1-K1-A5 

Seq. No. 182785 

Seq. ID LIB3234-025-P1-K1-A8 

Seq. No. 182786 

Seq. ID LIB3234-025-P1-K1-B12 

Seq. No. 182787 

Seq. ID LIB3234-025-P1-K1-B5 

Seq. No. 182788 

Seq. ID LIB3234-025-P1-K1-C11 

Seq. No. 182789 

Seq. ID LIB3234-025-P1-K1-C2 

Seq. No. 182790 

Seq. ID LIB3234-025-P1-K1-C3 

Seq. No. 182791 

Seq. ID LIB3234-025-P1-K1-C4 

Seq. No. 182792 

Seq. ID LIB3234-025-P1-K1-E5 

Seq. No. 182793 

Seq. ID LIB3234-025-P1-K1-E7 



24934 



Seq. 
Seq. 


No. 
ID 


182794 
LIB3234 


-025 


-Pl 


-Kl 


-F5 


Seq. 
Seq. 


No. 

ID 


182795 
LIB3234 


-025 


-PI 


-Kl 


-F9 


Seq. 
Seq. 


No. 

ID 


182796 
LIB3234 


-025 


-PI 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


182797 
LIB3234 


-025 


-PI 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


182798 
LIB3234 


-025 


-PI 


-Kl 


-H4 


Seq. 
Seq. 


No. 
ID 


182799 
LIB3234 


-025 


-PI 


-Kl 


-H8 


Seq. 
Seq. 


No. 

ID 


182800 
LIB3234 


-026 


-Ql 


-Kl 


-A3 


Seq. 
Seq. 


No. 

ID 


182801 
LIB3234 


-026 


-Ql 


-Kl 


-B5 


Seq. 
Seq. 


No. 

ID 


182802 
LIB3234 


-026 


-Ql 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


182803 
LIB3234 


-026 


-Ql 


-Kl- 


-C2 


Seq. 
Seq. 


No. 

ID 


182804 
LIB3234 


-026 


-Ql 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


182805 
LIB3234 


-026 


-Ql 


-Kl- 


-C5 


Seq. 
Seq. 


No. 
ID 


182806 
LIB3234 


-026 


-Ql 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


182807 
LIB3234 


-026 


-Ql 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


182808 
LIB3234 


-026- 


-Ql- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


182809 
LIB3234- 


-026- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


182810 
LIB3234- 


-026- 


-Ql- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 
ID 


182811 
LIB3234- 


-026- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


182812 
LIB3234- 


-026- 


-Ql- 


-Kl- 


-G9 



24935 



Seq. 
Seq. 


No. 

ID 


182813 
LIB3234 


-026 


-Ql 


-Kl 


-H3 


Seq. 
Seq. 


No. 

ID 


182814 
LIB3234 


-026 


-Ql 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


182815 
LIB3234 


-030- 


-PI 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


182816 
LIB3234 


-030- 


-PI 


-Kl 


-B12 


Seq. 
Seq. 


No. 
ID 


182817 
LIB3234 


-030- 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


182818 
LIB3234 


-030- 


-PI 


-Kl- 


-Cll 


Seq. 
Seq. 


No. 

ID 


182819 
LIB3234 


-030- 


-PI 


-Kl- 


-C4 


Seq. 
Seq. 


No. 

ID 


182820 
LIB3234 


-030- 


-Pl- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. ^„ 
ID 


182821 
LIB3234 


-030- 


-Pl- 


-Kl- 


-Dll 


Seq. 
Seq. 


No. 

ID 


182822 
LIB3234 


-030- 


-Pl- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


182823 
LIB3234 


-030- 


-PI- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


182824 
LIB3234 


-030- 


-PI- 


-Kl- 


-El 


Seq. 
Seq. 


No. 

ID 


182825 
LIB3234- 


-030- 


-PI- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


182826 
LIB3234- 


-030- 


-Pl- 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


182827 
LIB3234- 


-030- 


-Pl- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


182828 
LIB3234- 


-030- 


-Pl- 


-Kl- 


-F10 


Seq. 
Seq. 


No. 

ID 


182829 
LIB3234- 


-030- 


Pl- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 
ID 


182830 
LIB3234- 


-030- 


Pl- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


182831 
LIB3234- 


-030- 


Pl- 


-Kl- 


•G8 



24936 



Seq. No. 182832 

Seq. ID ^ LIB3234-030-P1-K1-H1 

Seq. No. 182833 

Seq. ID LIB3234-030-P1-K1-H3 

Seq. No. 182834 

Seq. ID LIB3234-030-P1-K1-H9 

Seq. No. 182835 

Seq. ID LIB3234-033-P1-K1-C9 

Seq. No. 182836 

Seq. ID LIB3234-033-P1-K1-E5 

Seq. No. 182837 

Seq. ID LIB3234-033-P1-K1-F1 

Seq. No. 182838 

Seq. ID LIB3234-037-P1-K1-B12 

Seq. No. 182839 

Seq. ID LIB3234-037-P1-K1-C10 

Seq. No. 182840 

Seq. ID LIB3234-037-P1-K1-C8 

Seq. No. 182841 

Seq. ID LIB3234-037-P1-K1-D12 

Seq. No. 182842 

Seq. ID LIB3234-037-P1-K1-E12 

Seq. No. 182843 

Seq. ID LIB3234-037-P1-K1-E3 

Seq. No. 182844 

Seq. ID LIB3234-037-P1-K1-E9 

Seq. No. 182845 

Seq. ID LIB3234-037-P1-K1-F2 

Seq. No. 182846 

Seq. ID LIB3234-037-P1-K1-F7 

Seq. No. 182847 

Seq. ID LIB3234-037-P1-K1-G12 

Seq. No. 182848 

Seq. ID LIB3234-037-P1-K1-G7 

Seq. No. 182849 

Seq. ID LIB3234-037-P1-K1-H6 

Seq. No. 182850 

Seq. ID LIB3234-038-P1-K1-A5 



24937 



• 



Seq. 
Seq. 


No. 

ID 


182851 
LIB3234 


-038 


-Pl 


-Kl 


-A7 


Seq. 
Seq. 


No. 

ID 


182852 
LIB3234 


-038 


-PI 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


182853 
LIB3234 


-038 


-PI 


-Kl 


-C12 


Seq. 
Seq. 


No. 

ID 


182854 
LIB3234 


-038 


-PI 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


182855 
LIB3234 


-038 


-PI 


-Kl 


-E5 


Seq. 
Seq. 


No. 
ID 


182856 
LIB3234 


-038 


-PI 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


182857 
LIB3234 


-038 


-PI 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


182858 
LIB3234 


-038 


-PI 


-Kl 


-F3 


Seq. 
Seq. 


No. 

ID 


182859 
LIB3234 


-038 


-PI 


-Kl 


-G10 


Seq. 
Seq. 


No. 
ID 


182860 
LIB3234 


-038 


-PI 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


182861 
LIB3234 


-038 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


182862 
LIB3234 


-038 


-PI 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


182863 
LIB3234 


-038 


-PI 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


182864 
LIB3234 


-039 


-PI 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


182865 
LIB3234 


-039 


-Pl- 


-Kl- 


-B3 


Seq. 
Seq. 


No. 

ID 


182866 
LIB3234- 


-039 


-Pl- 


-Kl- 


-B4 


Seq. 
Seq. 


No. 
ID 


182867 
LIB3234- 


-039- 


-PI- 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


182868 
LIB3234- 


-039- 


-PI- 


-Kl- 


-C5 


Seq. 
Seq. 


No. 

ID 


182869 
LIB3234- 


-039- 


-PI- 


-Kl- 


-F6 



24938 



Seq. No. 

.Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



182870 

LIB3234-039-P1-K1-G6 
182871 

LIB3234-039-P1-K1-G9 
182872 

LIB3234-039-P1-K1-H1 
182873 

LIB3234-040-P1-K1-A1 
182874 

LIB3234-040-P1-K1-A12 
182875 

LIB3234-040-P1-K1-A8 
182876 

LIB3234-040-P1-K1-B4 
182877 

LIB3234-040-P1-K1-C1 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



182878 

LIB3234-040-P1-K1-C2 
182879 

LIB3234-040-P1-K1-D1 
182880 

LIB3234-040-P1-K1-E4 
182881 

LIB3234-040-P1-K1-E5 
182882 

LIB3234-040-P1-K1-F7 
182883 

LIB3234-040-P1-K1-G11 
182884 

LIB3234-04 0-P1-K1-G4 
182885 

LIB3234-040-P1-K1-G9 
182886 

LIB3234-041-P1-K1-E10 
182887 

LIB3234-041-P1-K1-F4 
182888 

LIB3234-041-P1-K1-H1 



24939 



Seq. 
Seq. 


No. 

ID 


182889 
LIB3234 


-041 


-Pl 


-Kl 


-H2 


Seq. 
Seq. 


No. 

ID 


182890 
LIB3234 


-043 


-PI 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


182891 
LIB3234 


-043 


-PI 


-Kl 


-Bl 


Seq. 
Seq. 


No. 
ID 


182892 
LIB3234 


-043 


-PI 


-Kl 


-B8 


Seq. 
Seq. 


No. 

ID 


182893 
LIB3234 


-043 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


182894 
LIB3234 


-043 


-PI 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


182895 
LIB3234 


-043 


-PI 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


182896 
LIB3234 


-043 


-PI 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


182897 
LIB3234 


-043 


-PI 


-Kl 


-F7 


Seq. 
Seq. 


No. 

ID 


182898 
LIB3234 


-043- 


-PI 


-Kl 


-H7 


Seq. 
Seq. 


No. 
ID 


182899 
LIB3234 


-043- 


-PI 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


182900 
LIB3234 


-043- 


-PI 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


182901 
LIB3234 


-046- 


-PI 


-Kl- 


-A6 


Seq. 
Seq, 


No. 

ID 


182902 
LIB3234- 


-046- 


-PI- 


-Kl- 


-B10 


Seq. 
Seq. 


No. 

ID 


182903 
LIB3234- 


-046- 


-PI- 


-Kl- 


-D10 


Seq. 
Seq. 


No. 
ID 


182904 
LIB3234- 


-046- 


-PI- 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


182905 
LIB3234- 


-046- 


-Pl- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 
ID 


182906 
LIB3234- 


-046- 


-Pl- 


-Kl- 


-F6 


Seq. 
Seq. 


No. 

ID 


182907 
LIB3234- 


-046- 


■Pl- 


-Kl- 


-F8 



24940 



Seq. 
Seq. 


No. 

ID 


182908 
LIB3234 


-046 


-Pl 


-Kl 


-G6 


Seq. 
Seq. 


No. 

ID 


182909 
LIB3234 


-046 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


182910 
LIB3234 


-047 


-PI 


-Kl 


-All 


Seq. 
Seq. 


No. 

ID 


182911 
LIB3234 


-047 


-PI 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


182912 
LIB3234 


-047 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


182913 
LIB3234 


-047 


-PI 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


182914 
LIB3234 


-047 


-PI 


-Kl 


-C4 


Seq. 
Seq. 


No. 

ID 


182915 
LIB3234 


-047- 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


182916 
LIB3234- 


-047- 


-PI- 


-Kl- 


-D9 


Seq. 
Seq. 


No. 

ID 


182917 
LIB3234- 


-047- 


-PI- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 
ID 


182918 
LIB3234- 


-047- 


-PI- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


182919 
LIB3234- 


-047- 


-PI- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


182920 
LIB3234- 


-047- 


-Pl- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


182921 
LIB3234- 


-047- 


-Pl- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


182922 
LIB3234- 


-047- 


-Pl- 


-Kl- 


-H3 


Seq. 
Seq. 


No. 

ID 


182923 
LIB3234- 


-048- 


-Pl- 


-Kl- 


-A10 


Seq. 
Seq. 


No. 

ID 


182924 
LIB3234- 


-048- 


-Pl- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


182925 
LIB3234- 


-048- 


-Pl- 


-Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


182926 
LIB3234- 


-048- 


Pl- 


-Kl- 


■B12 



24941 



Seq. 
Seq. 


No. 
ID 


182927 
LIB3234 


-04E 


i-Pl 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


182928 
LIB3234 


-04E 


-PI 


-Kl 


-C7 


Seq. 
Seq. 


No. 

ID 


182929 
LIB3234 


-04S 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


182930 
LIB3234 


-048 


-PI 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


182931 
LIB3234 


-048 


-PI 


-Kl 


-D12 


Seq. 
Seq. 


No. 

ID 


182932 
LIB3234 


-048 


-PI 


-Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


182933 
LIB3234 


-048 


-PI 


-Kl- 


-E5 


Seq. 
Seq. 


No. 

ID 


182934 
LIB3234 


-048 


-PI- 


-Kl- 


-E9 


Seq. 
Seq. 


No. 

ID 


182935 
LIB3234 


-048 


-PI- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


182936 
LIB3234- 


-048 


-Pl- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


182937 
LIB3234- 


-048 


-Pl- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


182938 
LIB3234- 


-048 


-Pl- 


-Kl- 


-G4 


Seq. 
Seq. 


No. 
ID 


182939 
,LIB3234- 


-048 


-Pl- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


182940 
LIB3234- 


-048 


-Pl- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


182941 
LIB3234- 


-048 


-Pl- 


-Kl- 


-H10 


Seq. 
Seq. 


No. 

ID 


182942 
LIB3234- 


-048 


-Pl- 


■Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


182943 
LIB3234- 


-048 


-Pl- 


■Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


182944 
LIB3234- 


-048 


-Pl- 


-Kl- 


H6 


Seq. 
Seq. 


No. 

ID 


182945 
LIB3234- 


■048 


-Pl- 


Kl- 


H7 



24942 



Seq. No. 182946 

Seq. ID LIB3234-048-P1-K1-H8 

Seq. No* 182947 

Seq. ID LIB3234-049-P1-K1-A8 

Seq. No. 182948 

Seq. ID LIB3234-049-P1-K1-B8 

Seq. No. 182949 

Seq. ID LIB3234-049-P1-K1-C12 

Seq. No. 182950 

Seq. ID LIB3234-049-P1-K1-C4 

Seq. No. 182951 

Seq. ID LIB3234-049-P1-K1-C6 

Seq. No. 182952 

Seq. ID LIB3234-049-P1-K1-F8 

Seq. No. 182953 

Seq. ID LIB3234-049-P1-K1-G2 

Seq. No. 182954 

Seq. ID LIB3234-050-P1-K1-A8 

Seq. No. 182955 

Seq. ID LIB3234-050-P1-K1-C11 

Seq. No. 182956 

Seq. ID LIB3234-050-P1-K1-C4 

Seq. No. 182957 

Seq. ID LIB3234-050-P1-K1-C5 

Seq. No. 182958 

Seq. ID LIB3234-050-P1-K1-E1 

Seq. No. 182959 

Seq. ID LIB3234-050-P1-K1-E3 

Seq. No. 182960 

Seq. ID LIB3234-050-P1-K1-E6 

Seq. No. 182961 

Seq. ID LIB3234-050-P1-K1-F6 

Seq. No. 182962 

Seq. ID LIB3234-050-P1-K1-G1 

Seq. No. 182963 

Seq. ID LIB3234-050-P1-K1-G10 

Seq. No. 182964 

Seq. ID LIB3234-052-P1-K1-B1 



24943 



Seq. No. 182965 

Seq. ID LIB3234-052-P1-K1-B3 

Seq. No. 182966 

Seq. ID LIB3234-052-P1-K1-C7 

Seq. No. 182967 

Seq. ID LIB3234-052-P1-K1-D4 

Seq. No. 182968 

Seq. ID LIB3234-052-P1-K1-D7 

Seq. No. 182969 

Seq. ID LIB3234-052-P1-K1-D9 

Seq. No. 182970 

Seq. ID LIB3234-052-P1-K1-E1 

Seq. No. 182971 

Seq. ID LIB3234-052-P1-K1-E10 

Seq. No. 182972 

Seq. ID LIB3234-052-P1-K1-E5 

Seq. No. 182973 

Seq. ID " LIB3234-052-P1-K1-F9 

Seq. No. 182974 

Seq. ID LIB3234-052-P1-K1-G1 

Seq. No. 182975 

Seq. ID LIB3234-052-P1-K1-G10 

Seq. No. 182976 

Seq. ID LIB3234-052-P1-K1-G7 

Seq. No. 182977 

Seq. ID LIB3234-053-P1-K1-A11 

Seq. No. 182978 

Seq. ID LIB3234-053-P1-K1-A5 

Seq. No. 182979 

Seq. ID LIB3234-053-P1-K1-A8 

Seq. No. 182980 

Seq. ID LIB3234-053-P1-K1-A9 

Seq. No. 182981 

Seq. ID LIB3234-053-P1-K1-B7 

Seq. No. 182982 

Seq. ID LIB3234-053-P1-K1-C2 

Seq. No. 182983 

Seq. ID LIB3234-053-P1-K1-C6 



24944 



Seq. 
Seq. 


No. 
ID 


182984 
LIB3234 


-053 


-Pl 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


182985 
LIB3234 


-053 


-PI 


-Kl 


-D8 


Seq. 
Seq. 


No. 

ID 


182986 
LIB3234 


-053 


-PI 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


182987 
LIB3234 


-053 


-PI 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


182988 
LIB3234 


-053 


-PI 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


182989 
LIB3234 


-053 


-PI 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


182990 
LIB3234 


-053- 


-PI 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


182991 
LIB3234 


-053- 


-PI 


-Kl- 


-G2 


Seq. 
Seq. 


No. 

ID 


182992 
LIB3234- 


-053- 


-PI- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


182993 
LIB3234- 


-053- 


-Pl- 


-Kl- 


-H12 


Seq. 
Seq. 


No. 

ID 


182994 
LIB3234- 


-053- 


-Pl- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


182995 
LIB3234- 


-054- 


-Pl- 


-Kl- 


-A3 


Seq. 
Seq. 


No. 

ID 


182996 
LIB3234- 


-054- 


-Pl- 


-Kl- 


-Bl 


Seq. 
Seq. 


No. 

ID 


182997 
LIB3234- 


-054- 


-Pl- 


-Kl- 


-B2 


Seq. 
Seq. 


No. 

ID 


182998 
LIB3234- 


-054- 


■Pl- 


-Kl- 


-E8 


Seq. 
Seq. 


No. 

ID 


182999 
LIB3234- 


-054- 


-Pl- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


183000 
LIB3234- 


-054- 


■Pl- 


•Kl- 


-G9 


Seq. 
Seq. 


No. 

ID 


183001 
LIB3234- 


-054- 


Pl- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


183002 
LIB3234- 


-055- 


Pl- 


-Kl- 


•A5 



24945 



Seq. 
Seq. 


No. 

ID 


183003 
LIB3234 


-055 


-Pl 


-Kl 


-A9^ 


Seq. 
Seq. 


No. 

ID 


183004 
LIB3234 


-055 


-PI 


-Kl 


-Bll 


Seq. 
Seq. 


No. 

ID 


183005 
LIB3234 


-055 


-PI 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


183006 
LIB3234 


-055 


-PI 


-Kl 


-D4 


Seq. 
Seq. 


No. 

ID 


183007 
LIB3234 


-055 


-PI 


-Kl 


-D5 


Seq. 
Seq. 


No. 

ID 


183008 
LIB3234 


-055 


-PI 


-Kl 


-Ell 


Seq. 
Seq. 


No. 

ID 


183009 
LIB3234 


-055 


-PI 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


183010 
LIB3234 


-055 


-Pl- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 

ID 


183011 
LIB3234- 


-055- 


-Pl- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


183012 
LIB3234- 


-055- 


-PI- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


183013 
LIB3234- 


-055- 


-PI- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


183014 
LIB3234- 


-055- 


-PI- 


-Kl- 


-G7 


Seq. 
Seq. 


No. 

ID 


183015 
LIB3234- 


-055- 


-Pl- 


-Kl- 


-HI 


Seq. 
Seq. 


No. 

ID 


183016 
LIB3234- 


-055- 


-Pl- 


-Kl- 


-H4 


Seq. 
Seq. 


No. 

ID 


183017 
LIB3234- 


-056- 


-Pl- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


183018 
LIB3234- 


-056- 


-Pl- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


183019 
LIB3234- 


-056- 


-Pl- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


183020 
LIB3234- 


-056- 


■Pl- 


■Kl- 


-A9 


Seq. 
Seq. 


No. 

ID 


183021 
LIB3234- 


-056- 


Pl- 


Kl- 


-B6 



24946 



Seq. No. 
Seq. ID 



183022 

LIB3234-056-P1-K1-B7 



Seq. No. 183023 

Seq. ID LIB3234-056-P1-K1-C1 

Seq. No. 183024 

Seq. ID LIB3234-056-P1-K1-C8 

Seq. No. 183025 

Seq. ID LIB3234-056-P1-K1-E3 

Seq. No. 183026 

Seq. ID LIB3234-056-P1-K1-E9 

Seq. No. 183027 

Seq. ID LIB3234-056-P1-K1-F7 

Seq. No. 183028 

Seq. ID LIB3234-056-P1-K1-H7 

Seq. No. 183029 

Seq. ID LIB3234-056-P1-K1-H8 

Seq. No. 183030 

Seq. ID LIB3234-057-P1-K1-A2 

Seq. No. 183031 

Seq. ID LIB3234-057-P1-K1-A6 

Seq. No. 183032 

Seq. ID LIB3234-057-P1-K1-B11 

Seq. No. 183033 

Seq. ID LIB3234-057-P1-K1-B5 

Seq. No. 183034 

Seq. ID LIB3234-057-P1-K1-C6 

Seq. No. 183035 

Seq. ID LIB3234-057-P1-K1-D1 

Seq. No. 183036 

Seq. ID LIB3234-057-P1-K1-D11 

Seq. No. 183037 

Seq. ID LIB3234-057-P1-K1-D8 

Seq. No. 183038 

Seq. ID LIB3234-057-P1-K1-F10 

Seq. No. 183039 

Seq. ID LIB3234-057-P1-K1-F7 

Seq. No. 183040 

Seq. ID LIB3234-057-P1-K1-G11 



24947 



Seq. 
Seq. 


No. 

ID 


183041 
LIB3234 


-057 


-Pl 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


183042 
LIB3234 


-057 


-PI 


-Kl 


-G3 


Seq. 
Seq. 


No. 

ID 


183043 
LIB3234 


-058 


-PI 


-Kl 


-CI 


Seq. 
Seq. 


No. 

ID 


183044 
LIB3234 


-058 


-PI 


-Kl 


-C3 


Seq. 
Seq. 


No. 

ID 


183045 
LIB3234 


-058 


-PI 


-Kl 


-C5 


Seq. 
Seq. 


No. 

ID 


183046 
LIB3234 


-058 


-PI 


-Kl 


-D7 


Seq. 
Seq. 


No. 

ID 


183047 
LIB3234 


-058 


-PI 


-Kl 


-E7 


Seq. 
Seq. 


No. 

ID 


183048 
LIB3234 


-058 


-PI 


-Kl 


-E9 


Seq. 
Seq. 


No. 

ID 


183049 
LIB3234 


-058 


-PI 


-Kl- 


-F12 


Seq. 
Seq. 


No. 
ID 


183050 
LIB3234 


-058 


-PI 


-Kl- 


-F2 


Seq. 
Seq. 


No. 

ID 


183051 
LIB3234 


-058 


-PI 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


183052 
LIB3234 


-058 


-PI 


-Kl- 


-F5 


Seq. 
Seq. 


No. 

ID 


183053 
LIB3234 


-059 


-PI- 


-Kl- 


-A2 


Seq. 
Seq. 


No. 

ID 


183054 
LIB3234 


-059 


-PI- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


183055 
LIB3234 


-059- 


-PI- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


183056 
LIB3234- 


-059- 


-Pl- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


183057 
LIB3234- 


-059- 


-Pl- 


-Kl- 


-G2 


Seq. 
Seq. 


No. 
ID 


183058 
LIB3234- 


-059- 


-Pl- 


-Kl- 


-G3 


Seq. 
Seq. 


No. 

ID 


183059 
LIB3234- 


-059- 


-Pl- 


-Kl- 


-H10 



24948 



II 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq, No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



183060 

LIB3234-059-P1-K1-H3 
183061 

LIB3234-059-P1-K1-H5 
183062 

LIB3234-060-P1-K1-A8 
183063 

LIB3234-060-P1-K1-A9 
183064 

LIB3234-060-P1-K1-B11 
183065 

LIB3234-060-P1-K1-B9 
183066 

LIB3234-060-P1-K1-C12 
183067 

LIB3234-060-P1-K1-C2 
183068 

LIB3234-060-P1-K1-C9 
183069 

LIB3234-060-P1-K1-D2 
183070 

LIB3234-060-P1-K1-D3 
183071 

LIB3234-060-P1-K1-E1 
183072 

LIB3234-060-P1-K1-F12 
183073 

LIB3234-060-P1-K1-F4 
183074 

LIB3234-060-P1-K1-F5 
183075 

LIB3234-060-P1-K1-G9 
183076 

LIB3234-065-P1-K1-B10 
183077 

LIB3234-065-P1-K1-B7 
183078 

LIB3234-065-P1-K1-B8 



24949 



Seq. 
Seq. 


No. 

ID 


183079 
LIB3234 


-065 


-Pl 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


183080 
LIB3234 


-065 


-PI 


-Kl 


-D6 


Seq. 
Seq. 


No. 

ID 


183081 
LIB3234 


-065 


-PI 


-Kl 


-D8 


Seq. 
Seq. 


No. 
ID 


183082 
LIB3234 


-065 


-PI 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


183083 
LIB3234 


-065 


-PI 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


183084 
LIB3234 


-065 


-PI 


»K1 


-E2 


Seq. 
Seq. 


No. 

ID 


183085 
LIB3234 


-065 


-PI 


-Kl 


-E3 


Seq. 
Seq. 


No. 

ID 


183086 
LIB3234 


-065 


-PI 


-Kl 


-Fl 


Seq. 
Seq. 


No. 

ID 


183087 
LIB3234 


-065 


-PI 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


183088 
LIB3234 


-065 


-PI 


-Kl- 


-H9 


Seq. 
Seq. 


No. 

ID 


183089 
LIB3234 


-070 


-Pl- 


-Kl- 


-A5 


Seq. 
Seq. 


No. 

ID 


183090 
LIB3234 


-070- 


-Pl- 


-Kl- 


-A8 


Seq. 
Seq. 


No. 

ID 


183091 
LIB3234 


-070- 


-Pl- 


-Kl- 


-B7 


Seq. 
Seq, 


No. 

ID 


183092 
LIB3234- 


-070- 


-Pl- 


-Kl- 


-B8 


Seq. 
Seq. 


No. 

ID 


183093 
LIB3234- 


-070- 


-Pl- 


-Kl- 


-C12 


Seq. 
Seq. 


No. 

ID 


183094 
LIB3234- 


-070- 


-Pl- 


-Kl- 


-C6 


Seq. 
Seq. 


No. 

ID 


183095 
LIB3234- 


-070- 


-Pl- 


-Kl- 


-CI 


Seq. 
Seq. 


No. 
ID 


183096 
LIB3234- 


-070- 


-Pl- 


-Kl- 


-D3 


Seq. 
Seq. 


No. 

ID 


183097 
LIB3234- 


-070- 


-Pl- 


-Kl- 


■F2 



24950 



Seq. 
Seq. 


No. 

ID 


183098 
LIB3234 


-070 


-Pl 


-Kl 


-G12 


Seq. 
Seq. 


No. 

ID 


183099 
LIB3234 


-070 


-PI 


-Kl 


-Hll 


Seq. 
Seq. 


No. 
ID 


183100 
LIB3234 


-070 


-PI 


-Kl 


-H12 


Seq. 
Seq. 


No. 

ID 


183101 
LIB3234 


-071 


-PI 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


183102 
LIB3234 


-071 


-PI 


-Kl 


-Dl 


Seq. 
Seq. 


No. 

ID 


183103 
LIB3234 


-071 


-PI 


-Kl 


-D10 


Seq. 
Seq. 


No. 

ID 


183104 
LIB3234 


-071 


-PI 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


183105 
LIB3234- 


-071- 


-PI- 


-Kl- 


-D6 


Seq. 
Seq. 


No. 

ID 


183106 
LIB3234- 


-071- 


-PI- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


183107 
LIB3234- 


-071- 


-Pl- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 
ID 


183108 
LIB3234- 


-071- 


-Pl- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 
ID 


183109 
LIB3234- 


-072- 


-Pl- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


183110 
LIB3234- 


-072- 


-Pl- 


-Kl- 


-A7 


Seq. 
Seq. 


No. 

ID 


183111 
LIB3234- 


-072- 


-Pl- 


-Kl- 


-B5 


Seq. 
Seq. 


No. 
ID 


183112 
LIB3234- 


-072- 


-Pl- 


-Kl- 


-D12 


Seq. 
Seq. 


No. 

ID 


183113 
LIB3234- 


-072- 


■Pl- 


-Kl- 


-D5 


Seq. 
Seq. 


No. 

ID 


183114 
LIB3234- 


-072- 


-Pl- 


■Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


183115 
LIB3234- 


-072- 


-Pl- 


■Kl- 


■E6 


Seq. 
Seq. 


No. 

ID 


183116 
LIB3234- 


-072- 


Pl- 


Kl- 


E9 



24951 



Seq. 
Seq. 


No. 

ID 


183117 
LIB3234 


-072 


-Pl 


-Kl 


-Fll 


Seq. 
Seq. 


No. 

ID 


183118 
LIB3234 


-072 


-PI 


-Kl 


-G4 


Seq. 
Seq. 


No. 

ID 


183119 
LIB3234 


-072 


-PI 


-Kl 


-G8 


Seq. 
Seq. 


No. 

ID 


183120 
LIB3234 


-074 


-PI 


-Kl 


-A12 


Seq. 
Seq. 


No. 

ID 


183121 
LIB3234 


-074 


-PI 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


183122 
LIB3234 


-074- 


-PI 


-Kl 


-B3 


Seq. 
Seq. 


No. 
ID 


183123 
LIB3234- 


-074- 


-PI 


-Kl- 


-B7 


Seq. 
Seq. 


No. 

ID 


183124 
LIB3234- 


-074- 


-PI 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


183125 
LIB3234- 


-074- 


-PI- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 
ID 


183126 
LIB3234- 


-074- 


-Pl- 


-Kl- 


-F4 


Seq. 
Seq. 


No. 

ID 


183127 
LIB3234- 


-074- 


-Pl- 


-Kl- 


-F8 


Seq. 
Seq. 


No. 

ID 


183128 
LIB3234- 


-074- 


-Pl- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 
ID 


183129 
LIB3234- 


-074- 


■Pl- 


-Kl- 


-Gil 


Seq. 
Seq. 


No. 

ID 


183130 
LIB3234- 


-074- 


■Pl- 


-Kl- 


-G5 


Seq. 
Seq. 


No. 

ID 


183131 
LIB3234- 


-074- 


■Pl- 


-Kl- 


•Hll 


Seq. 
Seq. 


No. 

ID 


183132 
LIB3234- 


■074- 


Pl- 


■Kl- 


-H8 


Seq. 
Seq. 


No. 
ID 


183133 
LIB3234- 


•075- 


Pl- 


•Kl- 


A7 


Seq. 
Seq. 


No. 

ID 


183134 
LIB3234- 


075- 


Pl- 


Kl- 


B8 


Seq. 
Seq. 


No. 

ID 


183135 
LIB3234- 


075- 


Pl- 


Kl- 


C12 



24952 



Seq. No. 183136 

Seq. ID LIB3234-075-P1-K1-C8 

Seq. No. 183137 

Seq. ID LIB3234-075-P1-K1-D10 

Seq. No. 183138 

Seq. ID LIB3234-075-P1-K1-D8 

Seq. No. 183139 

Seq. ID LIB3234-075-P1-K1-E1 

Seq. No. 183140 

Seq. ID LIB3234-075-P1-K1-F12 

Seq. No. 183141 

Seq. ID LIB3234-075-P1-K1-F8 

Seq. No. 183142 

Seq. ID LIB3234-075-P1-K1-G1 

Seq. No. 183143 

Seq. ID LIB3234-075-P1-K1-H4 

Seq. No. 183144 

Seq. ID LIB3234-075-P1-K1-H6 

Seq. No. 183145 

Seq. ID LIB3234-075-P1-K1-H8 

Seq. No. 183146 

Seq. ID LIB3234-076-P1-K1-A7 

Seq. No. 183147 

Seq. ID LIB3234-076-P1-K1-B11 

Seq. No. 183148 

Seq. ID LIB3234-076-P1-K1-B3 

Seq. No. 183149 

Seq. ID LIB3234-076-P1-K1-D10 

Seq. No. 183150 

Seq. ID LIB3234-076-P1-K1-D12 

Seq. No. 183151 

Seq. ID LIB3234-076-P1-K1-D4 

Seq. No. 183152 

Seq. ID LIB3234-076-P1-K1-E5 

Seq. No. 183153 

Seq. ID LIB3234-076-P1-K1-F11 

Seq. No. 183154 

Seq. ID LIB3234-076-P1-K1-G12 



24953 



Seq. No. 183155 

Seq. ID LIB3234-076-P1-K1-G3 

Seq. No. 183156 

Seq. ID LIB3234-076-P1-K1-G8 

Seq. No. 183157 

Seq. ID LIB3234-076-P1-K1-H11 

Seq. No, 183158 

Seq, ID LIB3234-076-P1-K1-H2 

Seq. No. 183159 

Seq. ID LIB3234-077-P1-K1-B8 

Seq. No. 183160 

Seq. ID LIB3234-077-P1-K1-C3 

Seq. No. 183161 

Seq. ID LIB3234-077-P1-K1-D12 

Seq. No. 183162 

Seq. ID LIB3234-077-P1-K1-E11 

Seq. No. 183163 

Seq. ID LIB3234-077-P1-K1-F5 

Seq. No. 183164 

Seq. ID LIB3234-077-P1-K1-F7 

Seq. No, 183165 

Seq. ID LIB3234-077-P1-K1-F9 

Seq. No. 183166 

Seq. ID LIB3234-077-P1-K1-G11 

Seq. No. 183167 

Seq. ID LIB3234-077-P1-K1-G8 

Seq. No. 183168 

Seq. ID LIB3234-077-P1-K1-H9 

Seq. No. 183169 

Seq. ID LIB3234-078-P1-K1-B12 

Seq. No. 183170 

Seq. ID LIB3234-078-P1-K1-C11 

Seq. No. 183171 

Seq. ID LIB3234-078-P1-K1-D11 

Seq. No. 183172 

Seq. ID LIB3234-078-P1-K1-D2 

Seq. No. 183173 

Seq. ID LIB3234-078-P1-K1-E7 



24954 




Seq. 
Seq. 


No. 

ID 


183174 
LIB3234 


-079 


-Pl 


-Kl 


-A10 


Seq. 
Seq. 


No. 
ID 


183175 
LIB3234 


-079 


-PI 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


183176 
LIB3234 


-079 


-PI 


-Kl 


-A9 


Seq. 
Seq. 


No. 

ID 


183177 
LIB3234 


-079 


-PI 


-Kl 


-B7 


Seq. 
Seq. 


No. 

ID 


183178 
LIB3234 


-079 


-PI 


-Kl 


-C9 


Seq. 
Seq. 


No. 

ID 


183179 
LIB3234 


-079 


-PI 


-Kl 


-Dll 


Seq. 
Seq. 


No. 

ID 


183180 
LIB3234 


-079 


-PI 


-Kl 


-E12 


Seq. 
Seq. 


No. 

ID 


183181 
LIB3234 


-079 


-PI 


-Kl 


-E8 


Seq. 
Seq. 


No. 

ID 


183182 
LIB3234 


-079 


-PI 


-Kl 


-Fll 


Seq. 
Seq. 


No. 
ID 


183183 
LIB3234 


-079 


-PI 


-Kl 


-F12 


Seq. 
Seq. 


No. 

ID 


183184 
LIB3234 


-079 


-PI 


-Kl 


-G7 


Seq. 
Seq. 


No. 

ID 


183185 
LIB3234 


-079 


-PI 


-Kl 


-H10 


Seq. 
Seq. 


No. 

ID 


183186 
LIB3234 


-080 


-PI 


-Kl- 


-B6 


Seq. 
Seq. 


No. 

ID 


183187 
LIB3234 


-080- 


-PI 


-Kl- 


-CI 


Seq. 
Seq. 


No. 

ID 


183188 
LIB3234 


-080- 


-PI- 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


183189 
LIB3234 


-080- 


-PI- 


-Kl- 


-Gl 


Seq. 
Seq . 


No. 

ID 


183190 
LIB3234 


-080- 


-Pl- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


183191 
LIB3234- 


-080- 


-Pl- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


183192 
LIB3234- 


-081- 


-Ql- 


-Kl- 


-Al 
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Seq. 
Seq. 


No. 

ID 


183193 
LIB3234 


-081 


-Ql 


-Kl 


-A5 


Seq. 
Seq. 


No. 

ID 


183194 
LIB3234 


-081 


-Ql 


-Kl 


-Bl 


Seq. 
Seq. 


No. 

ID 


183195 
LIB3234 


-081 


-Ql 


-Kl 


-B10 


Seq. 
Seq. 


No. 

ID 


183196 
LIB3234 


-081 


-Ql 


-Kl 


-B2 


Seq. 
Seq. 


No. 

ID 


183197 
LIB3234 


-081 


-Ql 


-Kl 


-B7 


Seq. 
Seq. 


No. 
ID 


183198 
LIB3234 


-081 


-Ql 


-Kl- 


-B8 


Seq. 
Seq. 


No. 
ID 


183199 
LIB3234 


-081 


-Ql- 


-Kl- 


-C9 


Seq. 
Seq. 


No. 

ID 


183200 
LIB3234 


-081 


-Ql- 


-Kl- 


-Dl 


Seq. 
Seq. 


.No. 

ID 


183201 
LIB3234 


-081- 


-Ql- 


-Kl- 


-D2 


Seq. 
Seq. 


No. 

ID 


183202 
LIB3234 


-081- 


-Ql- 


-Kl- 


-E12 


Seq. 
Seq. 


No. 

ID 


183203 
LIB3234 


-081- 


-Ql- 


-Kl- 


-E2 


Seq. 
Seq. 


No. 

ID 


183204 
LIB3234- 


-081- 


-Ql- 


-Kl- 


-E6 


Seq. 
Seq. 


No. 

ID 


183205 
LIB3234- 


-081- 


-Ql- 


-Kl- 


-Fl 


Seq. 
Seq. 


No. 
ID 


183206 
LIB3234- 


-081- 


-Ql- 


-Kl- 


-Gl 


Seq. 
Seq. 


No. 

ID 


183207 
LIB3234- 


-081- 


-Ql- 


-Kl- 


-G6 


Seq. 
Seq. 


No. 

ID 


183208 
LIB3234- 


-081- 


-Ql- 


-Kl- 


-G8 


Seq. 
Seq. 


No. 

ID 


183209 
LIB3234- 


-081- 


■Ql- 


-Kl- 


-Hll 


Seq. 
Seq. 


No. 

ID 


183210 
LIB3234- 


-081- 


-Ql- 


•Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


183211 
LIB3234- 


■081- 


-Ql- 


Kl- 


H3 
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Seq. No. 183212 

Seq. ID LIB3234-081-Q1-K1-H8 

Seq. No. 183213 

Seq. ID LIB3234-082-Q1-K1-A8 

Seq. No. 183214 

Seq. ID LIB3234-082-Q1-K1-B11 

Seq. No. 183215 

Seq. ID LIB3234-082-Q1-K1-H5 

Seq. No. 183216 

Seq. ID LIB3234-083-Q1-K1-B6 

Seq. No. 183217 

Seq. ID LIB3234-083-Q1-K1-C3 

Seq. No. 183218 

Seq. ID LIB3234-083-Q1-K1-C4 

Seq. No. 183219 

Seq. ID LIB3234-083-Q1-K1-D4 

Seq. No. 183220 

Seq. ID LIB3234-083-Q1-K1-D6 

Seq. No. 183221 

Seq. ID LIB3234-083-Q1-K1-D9 

Seq. No. 183222 

Seq. ID LIB3234-083-Q1-K1-E1 

Seq. No. 183223 

Seq. ID LIB3234-083-Q1-K1-E5 

Seq. No. 183224 

Seq. ID LIB3234-083-Q1-K1-F1 

Seq. No. 183225 

Seq. ID LIB3234-083-Q1-K1-F2 

Seq. No. 183226 

Seq. ID LIB3234-083-Q1-K1-G7 

Seq. No. 183227 

Seq. ID LIB3234-083-Q1-K1-H2 

Seq. No. 183228 

Seq. ID LIB3234-084-Q1-K1-B2 

Seq. No. 183229 

Seq. ID LIB3234-084-Q1-K1-B3 

Seq. No. 183230 

Seq. ID LIB3234-084-Q1-K1-B6 



24957 



Seq. No. 183231 

Seq. ID LIB3234-084-Q1-K1-C7 

Seq. No. 183232 

Seq. ID LIB3234-084-Q1-K1-D2 

Seq. No. 183233 

Seq. ID LIB3234-084-Q1-K1-D5 

Seq. No. 183234 

Seq. ID LIB3234-084-Q1-K1-E10 

Seq. No. 183235 

Seq. ID LIB3234-084-Q1-K1-F12 

Seq. No. 183236 

Seq. ID LIB3234-084-Q1-K1-G6 

Seq. No. 183237 

Seq. ID LIB3234-084-Q1-K1-H6 

Seq. No. 183238 

Seq. ID LIB3234-084-Q1-K1-H9 

Seq. No. 183239 

Seq. ID LIB3234-085-Q1-K1-B12 

Seq. No. 183240 

Seq. ID LIB3234-085-Q1-K1-B6 

Seq. No. 183241 

Seq. ID LIB3234-085-Q1-K1-B7 

Seq. No. 183242 

Seq. ID LIB3234-085-Q1-K1-C9 

Seq. No. 183243 

Seq. ID LIB3234-085-Q1-K1-D10 

Seq. No. 183244 

Seq. ID LIB3234-085-Q1-K1-E3 

Seq. No. 183245 

Seq. ID LIB3234-085-Q1-K1-F1 

Seq. No. 183246 

Seq. ID LIB3234-085-Q1-K1-G6 

Seq. No. 183247 

Seq. ID LIB3234-085-Q1-K1-H9 

Seq. No. 183248 

Seq. ID LIB3234-086-Q1-K1-A2 

Seq. No. 183249 

Seq. ID LIB3234-086-Q1-K1-A3 



24958 



Seq. No. 183250 

Seq. ID LIB3234-086-Q1-K1-A6 

Seq. No. 183251 

Seq. ID LIB3234-086-Q1-K1-C6 

Seq. No. 183252 

Seq. ID LIB3234-086-Q1-K1-C8 

Seq. No. 183253 

Seq. ID LIB3234-086-Q1-K1-D1 

Seq. No. 183254 

Seq. ID LIB3234-086-Q1-K1-E1 

Seq. No. 183255 

Seq. ID LIB3234-086-Q1-K1-E11 

Seq. No. 183256 

Seq. ID LIB3234-086-Q1-K1-H3 

Seq. No. 183257 

Seq. ID LIB3234-086-Q1-K1-H8 

Seq. No. 183258 

Seq. ID LIB3234-086-Q1-K1-H9 

Seq. No. 183259 

Seq. ID LIB3234-087-Q1-K1-A8 

Seq. No. 183260 

Seq. ID LIB3234-087-Q1-K1-B1 

Seq. No. 183261 

Seq. ID LIB3234-087-Q1-K1-B3 

Seq. No. 183262 

Seq. ID LIB3234-087-Q1-K1-C4 

Seq. No. 183263 

Seq. ID LIB3234-087-Q1-K1-C5 

Seq. No. 183264 

Seq. ID LIB3234-087-Q1-K1-D8 

Seq. No. 183265 

Seq. ID LIB3234-087-Q1-K1-F4 

Seq. No. 183266 

Seq. ID LIB3234-087-Q1-K1-G2 

Seq. No. 183267 

Seq. ID LIB3234-087-Q1-K1-G9 

Seq. No. 183268 

Seq. ID LIB3234-087-Q1-K1-H6 
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Seq. No. 183269 

Seq. ID . ' LIB3234-088-Q1-K1-A12 

Seq. No. 183270 

Seq. ID LIB3234-088-Q1-K1-B3 

Seq. No. 183271 

Seq. ID LIB3234-088-Q1-K1-C9 

Seq. No. 183272 

Seq. ID LIB3234-088-Q1-K1-E4 

Seq. No. 183273 

Seq. ID LIB3234-088-Q1-K1-E5 

Seq. No. 183274 

Seq. ID LIB3234-088-Q1-K1-G1 

Seq. No. 183275 

Seq. ID LIB3234-088-Q1-K1-G10 

Seq. No. 183276 

Seq. ID LIB3234-088-Q1-K1-G8 

Seq. No. 183277 

Seq. ID LIB3234-089-P1-K1-A3 

Seq. No. 183278 

Seq. ID LIB3234-089-P1-K1-B3 

Seq. No. 183279 

Seq. ID LIB3234-089-P1-K1-C7 

Seq. No. 183280 

Seq. ID LIB3234-089-P1-K1-C8 

Seq. No. 183281 

Seq. ID LIB3234-089-P1-K1-E11 

Seq. No. 183282 

Seq. ID LIB3234-089-P1-K1-E9 

Seq. No. 183283 

Seq. ID LIB3234-089-P1-K1-F9 

Seq. No. 183284 

Seq, ID LIB3234-089-P1-K1-G11 

Seq. No. 183285 

Seq. ID LIB3234-089-P1-K1-G3 

Seq. No. 183286 

Seq. ID LIB3234-089-P1-K1-H11 

Seq. No. 183287 

Seq. ID LIB3234-089-P1-K1-H5 



24-960 



Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 

Seq. 
Seq. 



No. 

ID 

No. 

ID 

No. 

ID 

No. 

ID 

No. 

ID 

No. 

ID 

No. 

ID 

No. 

ID 

No. 

ID 

No. 

ID 

No. 

ID 

No. 

ID 

No. 

ID 

No. 

ID 

No. 

ID 

No. 
ID 

No. 

ID 

No. 

ID 

No: 

ID 



183288 

LIB3234-090-P1-K1-A1 
183289 

LIB3234-090-P1-K1-A2 
183290 

LIB3234-090-P1-K1-B3 
183291 

LIB3234-090-P1-K1-B5 
183292 

LIB3234-090-P1-K1-C1 
183293 

LIB3234-090-P1-K1-C11 
183294 

LIB3234-090-P1-K1-C4 
183295 

LIB3234-090-P1-K1-C7 
183296 

LIB3234-090-P1-K1-C9 
183297 

LIB3234-090-P1-K1-D9 
183298 

LIB3234-090-P1-K1-E4 
183299 

LIB3234-090-P1-K1-E8 
183300 

LIB3234-090-P1-K1-F11 
183301 

LIB3234-090-P1-K1-G9 
183302 

LIB3234-090-P1-K1-H1 
183303 

LIB3234-090-P1-K1-H8 
183304 

LIB3234-091-P1-K1-A7 
183305 

LIB3234-091-P1-K1-B5 
183306 

LIB3234-091-P1-K1-B6 
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Seq. No. 183307 

Seq. ID LIB3234-091-P1-K1-C2 

Seq. No. 183308 

Seq. ID LIB3234-091-P1-K1-D2 

Seq. No. 183309 

Seq. ID LIB3234-091-P1-K1-E2 

Seq. No. 183310 

Seq. ID LIB3234-091-P1-K1-E4 

Seq. No. 183311 

Seq. ID LIB3234-091-P1-K1-E5 

Seq. No. 183312 

Seq. ID LIB3234-091-P1-K1-E6 

Seq. No. 183313 

Seq. ID LIB3234-091-P1-K1-F12 

Seq. No. 183314 

Seq. ID LIB3234-091-P1-K1-G1 

Seq. No. 183315 

Seq. ID LIB3234-091-P1-K1-H6 

Seq. No. 183316 

Seq. ID LIB3234-092-P1-K1-A1 

Seq. No. 183317 

Seq. ID LIB3234-092-P1-K1-A6 

Seq. No. 183318 

Seq. ID LIB3234-092-P1-K1-B1 

Seq. No. 183319 

Seq. ID LIB3234-092-P1-K1-C10 

Seq. No. 183320 

Seq. ID LIB3234-092-P1-K1-C11 

Seq. No. 183321 

Seq. ID LIB3234-092-P1-K1-D3 

Seq. No. 183322 

Seq. ID LIB3234-092-P1-K1-E1 

Seq. No. 183323 

Seq. ID LIB3234-092-P1-K1-E4 

Seq. No. 183324 

Seq. ID LIB3234-092-P1-K1-F3 

Seq. No. 183325 

Seq. ID LIB3234-092-P1-K1-F8 



24962 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



183326 

LIB3234-092-P1-K1-G11 
183327 

LIB3234-092-P1-K1-G9 
183328 

LIB3234-093-P1-K1-A3 
183329 

LIB3234-093-P1-K1-B6 

183330 

LIB3234-093-P1-K1-D11 
183331 

LIB3234-093-P1-K1-D12 
183332 

LIB3234-093-P1-K1-E10 
183333 

LIB3234-093-P1-K1-E3 
183334 

LIB3234-093-P1-K1-F11 
183335 

LIB3234-093-P1-K1-F2 
183336 

LIB3234-093-P1-K1-F3 
183337 

LIB3234-093-P1-K1-F4 
183338 

LIB3234-093-P1-K1-F5 
183339 

LIB3234-093-P1-K1-G11 
183340 

LIB3234-094-P1-K1-A5 
183341 

LIB3234-094-P1-K1-B2 
183342 

LIB3234-094-P1-K1-C1 
183343 

LIB3234-094-P1-K1-C5 
183344 

LIB3234-094-P1-K1-D6 



24963 



Seq. 
Seq. 


No. 

ID 


183345 
LIB3234 


-094 


-Pl 


-Kl 


-D9 


Seq. 
Seq. 


No. 

ID 


183346 
LIB3234 


-094 


-PI 


-Kl 


-El 


Seq. 
Seq. 


No. 

ID 


183347 
LIB3234 


-094 


-PI 


-Kl 


-F4 


Seq. 
Seq. 


No. 

ID 


183348 
LIB3234 


-094 


-PI 


-Kl 


-G10 


Seq. 
Seq. 


No. 

ID 


183349 
LIB3234 


-094 


-PI 


-Kl 


-HI 


Seq. 
Seq. 


No. 

ID 


183350 
LIB3234 


-094 


-PI 


-Kl 


-H5 


Seq. 
Seq. 


No. 

ID 


183351 
LIB3234 


-094 


-PI 


-Kl 


-H6 


Seq. 
Seq. 


No. 

ID 


183352 
LIB3234- 


-094- 


-Pl- 


-Kl- 


-H7 


Seq. 
Seq. 


No. 

ID 


183353 
LIB3234- 


-094- 


-Pl- 


-Kl- 


-H8 


Seq. 
Seq. 


No. 

ID 


183354 
LIB3234- 


-095- 


-Pl- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


183355 
LIB3234- 


-095- 


-Pl- 


-Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


183356 
LIB3234- 


-095- 


-Pl- 


-Kl- 


-B12 


Seq. 
Seq. 


No. 

ID 


183357 
LIB3234- 


-095- 


-Pl- 


-Kl- 


-C4 


Seq. 
Seq. 


No. 
ID 


183358 
LIB3234- 


-095- 


■Pl- 


-Kl- 


-Dl 


Seq. 
Seq. 


No. 

ID 


183359 
LIB3234- 


-095- 


"Pl- 


•Kl- 


-D7 


Seq. 
Seq. 


No. 

ID 


183360 
LIB3234- 


■095- 


■Pl- 


■Kl- 


■E7 


Seq. 
Seq. 


No. 

ID 


183361 
LIB3234- 


-095- 


-Pl- 


Kl- 


■H8 


Seq. 
Seq. 


No. 

ID 


183362 
LIB3234- 


096- 


Pl- 


Kl- 


A10 


Seq. 
Seq. 


No. 
ID 


183363 
LIB3234- 


096- 


Pl- 


Kl- 


A2 
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Seq. 
Seq. 


No. 

ID 


183364 
LIB3234 


-096 


-Pl 


-Kl 


-A6 


Seq. 
Seq. 


No. 

ID 


183365 
LIB3234 


-096 


-PI 


-Kl 


-C10 


Seq. 
Seq. 


No. 

ID 


183366 
LIB3234 


-096 


-PI 


-Kl 


-Cll 


Seq. 
Seq. 


No. 

ID 


183367 
LIB3234 


-096 


-PI 


-Kl 


-C8 


Seq. 
Seq. 


No. 

ID 


183368 
LIB3234 


-096- 


-PI 


-Kl 


-E5 


Seq. 
Seq. 


No. 

ID 


183369 
LIB3234 


-096- 


-PI 


-Kl 


-F10 


Seq. 
Seq. 


No. 

ID 


183370 
LIB3234 


-096- 


-PI 


-Kl- 


-F12 


Seq. 
Seq. 


No. 

ID 


183371 
LIB3234- 


-096- 


-PI 


-Kl- 


-F3 


Seq. 
Seq. 


No. 

ID 


183372 
LIB3234- 


-096- 


-PI- 


-Kl- 


-F7 


Seq. 
Seq. 


No. 
ID 


183373 
LIB3234- 


-096- 


-PI- 


-Kl- 


-F9 


Seq. 
Seq. 


No. 

ID 


183374 
LIB3234- 


-096- 


-PI- 


-Kl- 


-G10 


Seq. 
Seq. 


No. 

ID 


183375 
LIB3234- 


-096- 


-Pl- 


-Kl- 


-H2 


Seq. 
Seq. 


No. 

ID 


183376 
LIB3234- 


-096- 


■Pl- 


-Kl- 


-H5 


Seq. 
Seq. 


No. 

ID 


183377 
LIB3234- 


-096- 


-Pl- 


-Kl- 


-H6 


Seq. 
Seq. 


No. 

ID 


183378 
LIB3234- 


-097- 


■Pl- 


-Kl- 


-All 


Seq. 
Seq. 


No. 

ID 


183379 
LIB3234- 


-097- 


Pl- 


■Kl- 


-A4 


Seq. 
Seq. 


No. 

ID 


183380 
LIB3234- 


-097- 


Pl- 


■Kl- 


B12 


Seq. 
Seq. 


No. 

ID 


183381 
LIB3234- 


097- 


Pl- 


Kl- 


B2 


Seq. 
Seq. 


No. 

ID 


183382 
LIB3234- 


097- 


Pl- 


Kl- 


B8 



24965 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



183383 
LIB3234 

183384 
LIB3234' 

183385 
LIB3234- 

183386 
LIB3234- 

183387 
LIB3234- 

183388 
LIB3234- 

183389 
LIB3234- 

183390 
LIB3234- 

183391 
LIB3234- 

183392 
LIB3234- 



-097-P1-K1-C3 

-097-P1-K1-C9 

-097-P1-K1-F3 

■097-P1-K1-G11 

-097-P1-K1-G12 

■097-P1-K1-G2 

■097-P1-K1-G4 

■097-P1-K1-H11 

■097-P1-K1-H2 

097-P1-K1-H5 



183393 

LIB3234-097-P1-K1-H6 
183394 

LIB3234-098-P1-K1-B10 
183395 

LIB3234-098-P1-K1-B12 



183396 
LIB3234- 

183397 
LIB3234- 

183398 
LIB3234- 



■098-P1-K1-B5 
■098-P1-K1-B6 
■098-P1-K1-C8 



183399 

LIB32 34-098-P1-K1-D1 



183400 
LIB3234- 

183401 
LIB3234- 



■098-P1-K1-D11 
■098-P1-K1-D4 



24966 



Seq. No. 183402 

Seq. ID LIB3234-098-P1-K1-G10 

Seq. No. 183403 

Seq. ID LIB3234-098-P1-K1-G4 

Seq. No. 183404 

Seq. ID LIB3234-100-P1-K1-C10 

Seq. No. 183405 

Seq. ID LIB3234-100-P1-K1-C12 

Seq. No. 183406 

Seq. ID LIB3234-100-P1-K1-C6 

Seq. No. 183407 

Seq. ID LIB3234-100-P1-K1-C7 

Seq. No. 183408 

Seq. ID LIB3234-100-P1-K1-C9 

Seq. No. 183409 

Seq. ID LIB3234-100-P1-K1-E8 

Seq. No. 183410 

Seq. ID LIB3234-100-P1-K1-F2 

Seq. No. 183411 

Seq. ID LIB3234-100-P1-K1-F3 

Seq. No. 183412 

Seq. ID LIB3234-100-P1-K1-F9 

Seq. No. 183413 

Seq. ID LIB3234-100-P1-K1-G12 

Seq. No. 183414 

Seq. ID LIB3234-100-P1-K1-G4 

Seq. No. 183415 

Seq. ID LIB3234-100-P1-K1-H11 

Seq. No. 183416 

Seq. ID LIB35-001-Q1-E1-E2 

Seq. No. 183417 

Seq. ID LIB35-001-Q1-E1-E8 

Seq. No. 183418 

Seq. ID LIB35-001-Q1-E1-F7 

Seq. No. 183419 

Seq. ID LIB35-001-Q1-E1-G12 

Seq. No. 183420 

Seq. ID LIB35-001-Q1-E1-G6 



24967 
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No. 
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ID 


Seq. 
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Seq. 


ID 


Seq. 


No. 


Seq. 


ID 
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ID 
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Seq. 


ID 
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No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



183421 

LIB35-002-Q1-E1-C12 
183422 

LIB35-002-Q1-E1-C3 
183423 

LIB35-002-Q1-E1-D6 
183424 

LIB35-002-Q1-E1-E5 
183425 

LIB35-002-Q1-E1-F7 
183426 

LIB35-002-Q1-E1-G11 
183427 

LIB35-002-Q1-E1-H1 
183428' 

LIB35-003-Q1-E1-E2 
183429 

LIB35-003-Q1-E1-F1 
183430 

LIB35-004-Q1-E1-E8 
183431 

LIB35-005-Q1-E1-B2 
183432 

LIB35-005-Q1-E1-B5 
183433 

LIB35-007-Q1-E1-A9 
183434 

LIB35-008-Q1-E1-B2 
183435 

LIB35-008-Q1-E1-B4 
183436 

LIB35-008-Q1-E1-F4 
183437 

LIB35-008-Q1-E1-G4 
183438 

LIB35-008-Q1-E1-H10 
183439 

LIB35-009-Q1-E1-D11 



24968 
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ID 
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No. 
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ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



183440 

LIB35-009-Q1-E1-D12 
183441 

LIB35-011-Q1-E1-B10 
183442 

LIB35-011-Q1-E1-B6 

183443 

LIB35-011-Q1-E1-B8 
183444 

LIB35-011-Q1-E1-C2 
183445 

LIB35-011-Q1-E1-D3 
183446 

LIB35-011-Q1-E1-E6 
183447 

LIB35-012-Q1-E1-A11 
183448 

LIB35-012-Q1-E1-E4 
183449 

LIB35-013-Q1-E1-A3 
183450 

LIB35-014-Q1-E1-G3 
183451 

LIB35-015-Q1-E1-G11 

183452 

LIB35-015-Q1-E1-G9 
183453 

LIB35-016-Q1-E1-B1 
183454 

LIB35-016-Q1-E1-D4 
183455 

LIB35-017-Q1-E1-A5 
183456 

LIB35-017-Q1-E1-A7 
183457 

LIB35-017-Q1-E1-B11 
183458 

LIB35-017-Q1-E1-E1 



24969 
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ID 
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No. 
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ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



183459 

LIB35-018-Q1-E1-D11 
183460 

LIB35-018-Q1-E1-H10 
183461 

LIB35-019-Q1-E1-C10 
183462 

LIB35-019-Q1-E1-G1 
183463 

LIB35-020-Q1-E1-E3 
183464 

LIB35-020-Q1-E1-E8 
183465 

LIB35-021-Q1-E1-D11 
183466 

LIB35-021-Q1-E1-F1 

183467 

LIB35-021-Q1-E1-G8 
183468 

LIB35-022-Q1-E1-A9 
183469 

LIB35-022-Q1-E1-B6 
183470 

LIB35-022-Q1-E1-C2 
183471 

LIB35-022-Q1-E1-D6 
183472 

LIB35-022-Q1-E1-E5 
183473 

LIB35-022-Q1-E1-F7 
183474 

LIB35-022-Q1-E1-G12 
183475 

LIB35-022-Q1-E1-G5 
183476 

LIB35-023-Q1-E1-C10 
183477 

LIB35-023-Q1-E1-C4 



24970 
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No. 


Seq. 


ID 


Seq. 


No. 
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No. 
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ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



183478 

LIB35-023-Q1-E1-D7 
183479 

LIB35-023-Q1-E1-E8 
183480 

LIB35-023-Q1-E1-G8 
183481 

LIB35-023-Q1-E1-H9 
183482 

LIB35-024-Q1-E1-A5 
183483 

LIB35-024-Q1-E1-E1 
183484 

LIB35-024-Q1-E1-H2 
183485 

LIB35-025-Q1-E1-D7 
183486 

LIB35-025-Q1-E1-E8 
183487 

LIB35-026-Q1-E1-D9 
183488 

LIB35-026-Q1-E1-E7 
183489 

LIB35-026-Q1-E1-E9 
183490 

LIB35-026-Q1-E1-H5 
183491 

LIB35-026-Q1-E1-H6 
183492 

LIB35-027-Q1-E1-B11 

183493 

LIB35-027-Q1-E1-B6 
183494 

LIB35-027-Q1-E1-E5 
183495 

LIB35-028-Q1-E1-A7 
183496 

LIB35-028-Q1-E1-B12 



24971 
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ID 
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No. 
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ID 
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No. 
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ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



183497 

LIB35-028-Q1-E1-C2 
183498 

LIB35-028-Q1-E1-E11 
183499 

LIB35-028-Q1-E1-E2 
183500 

LIB35-029-Q1-E1-C8 
183501 

LIB35-02 9-Q1-E1-E12 
183502 

LIB35-029-Q1-E1-E8 
183503 

LIB35-029-Q1-E1-F11 

183504 

LIB35-029-Q1-E1-F5 
183505 

LIB35-029-Q1-E1-H2 
183506 

LIB35-030-Q1-E1-E10 
183507 

LIB35-030-Q1-E1-E12 
183508 

LIB35-030-Q1-E1-E5 
183509 

LIB35-030-Q1-E1-F2 
183510 

LIB35-030-Q1-E1-F4 
183511 

LIB35-030-Q1-E1-F6 
183512 

LIB35-030-Q1-E1-G12 
183513 

LIB35-030-Q1-E1-H9 
183514 

LIB35-031-Q1-E1-D10 
183515 

LIB35-031-Q1-E1-F6 



24972 



Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 
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No. 
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ID 
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No. 
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ID 


Seq. 
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ID 
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No. 
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ID 
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No. 
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ID 


Seq. 
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ID 
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No. 
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ID 
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ID 
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No. 
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ID 
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ID 
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Seq. 


ID 
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No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



183516 

LIB35-032-Q1-E1-A3 
183517 

LIB35-032-Q1-E1-D12 
183518 

LIB35-032-Q1-E1-G12 
183519 

LIB35-032-Q1-E1-H6 
183520 

LIB35-033-Q1-E1-F1 
183521 

LIB35-033-Q1-E1-G11 
183522 

LIB35-033-Q1-E1-H9 
183523 

LIB35-034-Q1-E1-D8 
183524 

LIB35-035-Q1-E1-A6 
183525 

LIB35-035-Q1-E1-B2 
183526 

LIB35-035-Q1-E1-C3 
183527 

LIB35-035-Q1-E1-C7 
183528 

LIB35-035-Q1-E1-D3 
183529 

LIB35-035-Q1-E1-D5 
183530 

LIB35-035-Q1-E1-E3 
183531 

LIB35-035-Q1-E1-F3 

183532 

LIB35-035-Q1-E1-F6 
183533 

LIB35-035-Q1-E1-G4 
183534 

LIB35-035-Q1-E1-G7 



24973 



Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 
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Seq. 


ID 
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No. 
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ID 
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No. 
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ID 
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ID 
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No. 
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ID 
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Seq. 


ID 
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No. 
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ID 
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ID 
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No. 
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ID 
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No. 
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ID 
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Seq. 


ID 
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No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



m 



183535 

LIB35-035-Q1-E1-G8 
183536 

LIB35-035-Q1-E1-H4 
183537 

LIB35-035-Q1-E1-H7 
183538 

LIB35-036-Q1-E2-C7 
183539 

LIB35-036-Q1-E2-F5 
183540 

LIB35-036-Q1-E2-G7 
183541 

LIB35-036-Q1-E2-G8 
183542 

LIB35-036-Q1-E2-H1 
183543 

LIB35-037-Q1-E1-A3 
183544 

LIB35-037-Q1-E1-F10 
183545 

LIB35-037-Q1-E1-G7 
183546 

LIB35-038-Q1-E1-B10 
183547 

LIB35-038-Q1-E1-C5 
183548 

LIB35-038-Q1-E1-C8 
183549 

LIB35-039-Q1-E1-A4 
183550 

LIB35-039-Q1-E1-C3 
183551 

LIB35-039-Q1-E1-D5 
183552 

LIB35-039-Q1-E1-E8 
183553 

LIB35-039-Q1-E1-F4 



24974 



Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 
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Seq. 


ID 
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No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 
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Seq. 


ID 


Seq. 
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ID 
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No. 
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ID 


Seq. 
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ID 


Seq. 


No. 
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ID 
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ID 
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ID 
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No. 
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ID 


Seq. 
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ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



# 



183554 

LIB35-039-Q1-E1-G5 
183555 

LIB35-039-Q1-E1-G8 
183556 

LIB35-039-Q1-E1-G9 
183557 

LIB35-039-Q1-E1-H11 

183558 

LIB35-040-Q1-E1-B2 
183559 

LIB35-040-Q1-E1-F2 
183560 

LIB35-042-Q1-E1-F10 
183561 

LIB35-042-Q1-E1-F5 
183562 

LIB35-042-Q1-E1-G6 
183563 

LIB35-043-Q1-E1-F4 
183564 

LIB35-044-Q1-E1-A1 
183565 

LIB35-044-Q1-E1-A11 
183566 

LIB35-044-Q1-E1-A7 
183567 

LIB35-044-Q1-E1-F6 
183568 

LIB35-045-Q1-E1-B8 
183569 

LIB35-045-Q1-E1-C9 
183570 

LIB35-045-Q1-E1-E10 
183571 

LIB35-045-Q1-E1-E11 
183572 

LIB35-045-Q1-E1-F11 



24975 



Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 
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ID 
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ID 
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No. 
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No. 
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ID 
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No. 
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ID 
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Seq. 


ID 
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No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 


Seq. 


No. 


Seq. 


ID 



183573 

LIB35-045-Q1-E1-H2 
183574 

LIB35-046-Q1-E1-C5 
183575 

LIB35-046-Q1-E1-C9 
183576 

LIB35-046-Q1-E1-E11 
183577 

LIB35-046-Q1-E1-G1 
183578 

LIB35-046-Q1-E1-H2 

183579 

LIB35-047-Q1-E1-A5 
183580 

LIB35-047-Q1-E1-C1 

183581 

LIB35-047-Q1-E1-E9 
183582 

LIB35-047-Q1-E1-F9 
183583 

LIB35-047-Q1-E1-G12 
183584 

LIB35-047-Q1-E1-G9 
183585 

LIB35-048-Q1-E1-A10 
183586 

LIB35-048-Q1-E1-D11 

183587 

LIB35-048-Q1-E1-D6 
183588 

LIB35-048-Q1-E1-E1 
183589 

LIB35-049-Q1-E1-E3 
183590 

LIB35-050-Q1-E1-G9 
183591 

LIB35-050-Q1-E1-H10 



24976 




Seq. 


No. 


183592 








Seq. 


ID 


LIB35-051 


-Ql 


-El 


-B10 


Seq. 


No. 


183593 
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ID 
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-Ql 


-El 


-D6 
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No. 


183594 
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ID 
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-Ql 


-El 


-G3 
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183595 








Seq. 


ID 


LIB35-051 


-Ql 


-El 


-G5 


Seq. 


No. 


183596 








Seq. 


ID 


LIB35-052 


-Ql 


-El 


-B12 


Seq. 


No. 


183597 








Seq. 


ID 


LIB35-052 


-Ql 


-El 


-H8 


Seq. 


No. 


183598 








Seq. 


ID 


LIB35-053 


-Ql 


-El 


~E2 


Seq. 


No. 


183599 








Seq. 


ID 


LIB35-053 


-Ql 


-El 


-G6 


Seq. 


No. 


183600 








Seq. 


ID 


LIB35-053 


-Ql 


-El 


-H12 


Seq. 


No. 


183601 








Seq. 


ID 


LIB35-054 


-Ql 


-El 


-Cll 


Seq. 


No. 


183602 








Seq. 


ID 


LIB35-054 


-Ql 


-El 


-C6 


Seq. 


No. 


183603 








Seq. 


ID 


LIB35-054 


-Ql 


-El 


-E10 


Seq. 


No. 


183604 








Seq. 


ID 


LIB35-054 


-Ql 


-El 


-E2 


Seq. 


No. 


183605 








Seq. 


ID 


LIB35-054 


-Ql- 


-El 


-G4 


Seq. 


No. 


183606 








Seq. 


ID 


LIB35-054 


-Ql- 


-El 


-G5 


Seq. 


No. 


183607 








Seq. 


ID 


LIB35-054 


-Ql- 


-El- 


-G8 


Seq. 


No. 


183608 








Seq. 


ID 


LIB35-055 


-Ql- 


-El- 


-F7 


Seq. 


No. 


183609 








Seq. 


ID 


LIB35-055 


-Ql- 


-El- 


-G7 


Seq. 


No. 


183610 








Seq. 


ID 


LIB35-055- 


-Ql- 


-E2- 


-A10 
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Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



183611 

LIB35-055-Q1-E2-C10 
183612 

LIB35-055-Q1-E2-G7 
183613 

LIB35-056-Q1-E1-B2 
183614 

LIB35-056-Q1-E1-H7 
183615 

LIB35-056-Q1-E2-B6 
183616 

LIB35-056-Q1-E2-C11 
183617 

LIB35-056-Q1-E2-D11 
183618 

LIB35-056-Q1-E2-E5 
183619 

LIB35-056-Q1-E2-E9 
183620 

LIB35-056-Q1-E2-G9 
183621 

jC-alX2204 4QlElF10al 
183622 

jC-alX22045QlElC10al 
183623 

jC-alX2204 9QlElG01al 
183624 

jC-alX22050QlElG06al 
183625 

jC-alX22079QlElH03bl 
183626 

jC-alX22085QlE2H09al 
183627 

jC-alX24 002QlElE08al 
183628 

jC-alX24 003QlElD10al 
183629 

jC-alX24004QlElC03al 
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Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



183630 

jC-alX24004QlElD10al 
183631 

jC-alX24 005QlElCllal 
183632 

jC-alX24005QlElH10al 
183633 

jC-alX24006QlElF03al 
183634 

jOalX24048Q!E2G06al 
183635 

jC-alX24049QlE2G10bl 
183636 

jC-alX24050QlElE06al 
183637 

jC-alX24 054QlElC02al 
183638 

jC-alX24073QlElB07al 
183639 

jC-alX2407 4Q!ElG01al 
183640 

jC-alX24079QlElA09al 
183641 

jC-alX24 07 9QlElD02bl 
183642 

jC-alX24081QlElH10al 
183643 

jOalX24084QlElE05al 
183644 

jOalX24085QlElC10bl 
183645 

jC-alX2408 6QlElB09al 
183646 

jC-alX2408 6QlElF07al 
183647 

jC-alX24087QlElD04al 
183648 

jC-alX24088QlElH05al 
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Seq. 


No. 


183649 


Seq. 


ID 


- ■ jC-alX24090QlE!F05al 


Seq. 


No. 


183650 


Seq. 


ID 


jC-alX24091QlElC03bl 


Seq. 


No. 


183651 


Seq. 


ID 


jC-alX24091QlElF12al 


Seq. 


No. 


183652 


Seq. 


ID 


jC-alX24093QlElH12al 


Seq. 


No. 


183653 


Seq. 


ID 


jC-alX24094QlElE06al 


Seq. 


No. 


183654 


Seq. 


ID 


jC-alX24 095QlElC09al 


Seq. 


No. 


183655 


Seq. 


ID 


jC-alX24095QlElE09al 


Seq. 


No. 


183656 


Seq. 


ID 


jC-alX24096QlElAllal 


Seq. 


No. 


183657 


Seq. 


ID 


jC-alX24096Q!ElG07al 


Seq. 


No. 


183658 


Seq. 


ID 


jC-alX24099Q!ElEllal 


Seq. 


No. 


183659 


Seq. 


ID 


jC-alX24117QlElA04al 


Seq. 


No. 


183660 


Seq. 


ID 


jC-alX24127QlElAllal 


Seq. 


No. 


183661 


Seq. 


ID 


jC-alX24128QlElF04al 


Seq. 


No. 


183662 


Seq. 


ID 


jC-alX25027QlElB12al 


Seq. 


No. 


183663 


Seq. 


ID 


jC-alX25027QlElE03al 


Seq. 


No. 


183664 


Seq. 


ID 


jC-alX25033QlElC01al 


Seq. 


No. 


183665 


Seq. 


ID 


jC-alX25033QlElC12al 


Seq. 


No. 


183666 


Seq. 


ID 


jC-alX25034QlElH10al 


Seq. 


No. 


183667 


Seq. 


ID 


jC-alX25038QlElF08bl 
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Seq. 


No. 


183668 


Seq. 


ID 


jC-alX2504 4QlE!B02al 


Seq. 


No. 


183669 


Seq. 


ID 


jC-alX25047QlElG07al 


Seq. 


No. 


183670 


Seq. 


ID 


jC-alX25048QlElH05al 


Seq. 


No. 


183671 


Seq. 


ID 


jOalX2504 9QlE!C08al 


Seq. 


No. 


183672 


Seq. 


ID 


jC-alX2504 9QlElG12al 


Seq. 


No. 


183673 


Seq. 


ID 


jC-alX25053Q!ElAllal 


Seq. 


No. 


183674 


Seq. 


ID 


jC-alX25081Q!ElH06bl 


Seq. 


No. 


183675 


Seq. 


ID 


jC-alX2508 4QlElGllal 


Seq. 


No. 


183676 


Seq. 


ID 


jC-alX2508 6QlElE08al 


Seq. 


No. 


183677 


Seq. 


ID 


jC-alX25092QlElB10bl 


Seq. 


No. 


183678 


Seq. 


ID 


jC-alX25101QlElG03al 


Seq. 


No. 


183679 


Seq. 


ID 


jC-alX25108QlElF02al 


Seq. 


No. 


183680 


Seq. 


ID 


jC-alX25108QlElG01al 


Seq. 


No. 


183681 


Seq. 


ID 


jOalX25113QlElB01al 


Seq. 


No. 


183682 


Seq. 


ID 


jC-alX25115QlElD04al 


Seq. 


No. 


183683 


Seq. 


ID 


jC-alX25117QlElA04al 


Seq. 


No. 


183684 


Seq. 


ID 


jC-alX25117QlElA07al 


Seq. 


No. 


183685 


Seq. 


ID 


jC-alX35032QlElC09al 


Seq. 


No. 


183686 


Seq. 


ID 


jC-alX35033QlElD12al 



24981 



Seq. 


No. 


183687 


Seq. 


ID 


jC-alX35044QlE!G10bl 


Seq. 


No. 


183688 


Seq. 


ID 


jC-alX35047QlElB01al 


Seq. 


No. 


183689 


Seq. 


ID 


jC-alX35047QlElF06al 


Seq. 


No. 


183690 


Seq. 


ID 


jC-alX35048QlElF07al 


Seq. 


No. 


183691 


Seq, 


ID 


jC-alXLIB327434Pla07al 


Seq. 


No. 


183692 


Seq. 


ID 


jC-alXLIB327434Plb09al 


Seq. 


No. 


183693 


Seq. 


ID 


jC-alXLIB327434Plc08bl 


Seq. 


No. 


183694 


Seq. 


ID 


jC-alXLIB327434Ple08al 


Seq. 


No. 


183695 


Seq. 


ID 


jC-alXLIB327434Plf06bl 


Seq. 


No. 


183696 


Seq. 


ID 


jC-alXLIB327434Plg05al 


Seq. 


No. 


183697 


Seq. 


ID 


jC-alXLIB327434Plh01bl 


Seq. 


No. 


183698 


Seq. 


ID 


jC-alXLIB327434P2a09al 


Seq. 


No. 


183699 


Seq. 


ID 


jC-alXLIB3274 34P2bl2ai 


Seq. 


No. 


183700 


Seq. 


ID 


jC-alXLIB327434P2bl2bl 


Seq. 


No. 


183701 


Seq. 


ID 


jC-alXLIB327434P2d09al 


Seq. 


No. 


183702 


Seq. 


ID 


jC-alXLIB327434P2d09bl 


Seq. 


No. 


183703 


Seq. 


ID 


jC-alXLIB327434P2e09bl 


Seq. 


No. 


183704 


Seq. 


ID 


jC-alXLIB3274 34P2gl0bl 


Seq. 


No. 


183705 


Seq. 


ID 


jC-alXLIB3274 34P2h08al 
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Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



183706 

jC-alXLIB327434P3a05bl 
183707 

jC-alXLIB3274 34P3a07bl 
183708 

jC-alXLIB327434P3al0bl 
183709 

jC-alXLIB327434P3b04bl 
183710 

jC-alXLIB327434P3b!0bl 
183711 

jC-alXLIB327434P3c03al 
183712 

jC-alXLIB327434P3c03bl 
183713 

jC-alXLIB327434P3c06bl 
183714 

jC-alXLIB327434P3cllal 
183715 

jC-alXLIB327434P3d08bl 
183716 

jC-alXLIB327434P4d05al 
183717 

jC-alXLIB327434P4d05bl 
183718 

jC-alXLIB327434P4e05al 
183719 

jC-alXLIB327434P4e08al 
183720 

jC-alXLIB327434P4e08bl 
183721 

jC-alXLIB327435Pla02al 
183722 

jC-alXLIB327435Plb04bl 
183723 

jOalXLIB327435Plc04bl 
183724 

jC-alXLIB3274 35Plc06bl 
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Seq. 


No. 


183725 


Seq. 


ID 


jC-alXLIB327435Pld07bl 


Seq. 


No. 


183726 


Seq. 


ID 


jC-alXLIB327435Plf07al 


Seq. 


No. 


183727 


Seq. 


ID 


jC-alXLIB327435Plfllal 


Seq. 


No. 


183728 


Seq. 


ID 


jC-alXLIB327435Plgl0al 


Seq. 


No. 


183729 


Seq. 


ID 


jC-alXLIB327435P2a01bl 


Seq. 


No. 


183730 


Seq. 


ID 


jC-alXLIB3274 35P2a06bl 


Seq. 


No. 


183731 


Seq. 


ID 


jC-alXLIB327435P2b04bl 


Seq. 


No. 


183732 


Seq. 


ID 


jC-alXLIB327435P2b09bl 


Seq. 


No. 


183733 


Seq. 


ID 


jC-alXLIB327435P2c01bl 


Seq. 


No. 


183734 


Seq. 


ID 


jC-alXLIB3274 35P2c04bl 


Seq. 


No. 


183735 


Seq. 


ID 


jC-alXLIB327435P2cllal 


Seq. 


No. 


183736 


Seq. 


ID 


jC-alXLIB327435P2cl2bl 


Seq. 


No. 


183737 


Seq. 


ID 


jC-alXLIB32 74 35P2d02al 


Seq. 


No. 


183738 


Seq. 


ID 


jC-alXLIB3274 35P2d02bl 


Seq. 


No. 


183739 


Seq. 


ID 


jC-alXLIB327435P2d07bl 


Seq. 


No. 


183740 


Seq. 


ID 


jC-alXLIB327435P2el2bl 


Seq. 


No. 


183741 


Seq. 


ID 


jC-alXLIB327435P2f03bl 


Seq. 


No. 


183742 


Seq. 


ID 


jC-alXLIB3274 35P3a06bl 


Seq. 


No. 


183743 


Seq. 


ID 


jC-alXLIB327435P3b01bl 
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Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



183744 

jC-alXLIB327435P3b02bl 
183745 

jC-alXLIB327435P3c09bl 
183746 

jC-alXLIB327435P3cl2bl 
183747 

jC-alXLIB327435P3f03al 
183748 

jC-alXLIB327435P3f04bl 
183749 

jC-alXLIB327435P3gl2bl 
183750 

jC-alXLIB327 435P4c02al 
183751 

jC-alXLIB327435P4c05al 
183752 

jC-alXLIB327 435P4c05bl 
183753 

jC-alXLIB327435P4cl0bl 
183754 

jC-alXLIB327435P4d01al 
183755 

jC-alXLIB327435P4e02al 
183756 

jC-alXLIB327435P4e03al 
183757 

jC-alXLIB3274 35P4e08al 
183758 

jC-alXLIB327435P4el0al 
183759 

jC-alXLIB327435P4g05al 
183760 

jC-alXLIB327 435P4hl0al 
183761 

jC-alXLIB327436Pla06al 
183762 

jC-alXLIB327436Pla09al 
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41 



Seq. 


No. 


183763 


Seq. 


ID 


jC-alXLIB3274 36Pld05al 


Seq* 


No, 


183764 


Seq. 


ID 


jC-alXLIB3274 36Pld08bl 


Seq. 


No. 


183765 


Seq. 


ID 


jC-alXLIB327436Plf09bl 


Seq. 


No. 


183766 


Seq. 


ID 


jC-alXLIB327436Plg06al 


Seq. 


No. 


183767 


Seq. 


ID 


jC-alXLIB327436Plh05al 


Seq. 


No. 


183768 


Seq. 


ID 


jC-alXLIB327436P2b06bl 


Seq. 


No. 


183769 


Seq. 


ID 


jC-alXLIB3274 3 6P2c0 9bl 


Seq. 


No. 


183770 


Seq. 


ID 


jC-alXLIB327436P2f06al 


Seq. 


No. 


183771 


Seq. 


ID 


jC-alXLIB327436P2f06bl 


Seq. 


No. 


183772 


Seq. 


ID 


jC-alXLIB327436P2f08al 


Seq. 


No. 


183773 


Seq. 


ID 


jC-alXLIB327436P2f08bl 


Seq. 


No. 


183774 


Seq. 


ID 


jC-alXLIB327436P2fl0bl 


Seq. 


No. 


183775 


Seq. 


ID ' 


jC-alXLIB327436P2gllbl 


Seq. 


No. 


183776 


Seq. 


ID 


jC-alXLIB327436P3a08bl 


Seq. 


No. 


183777 


Seq. 


ID 


jC-alXLIB3274 36P3cl0al 


Seq. 


No. 


183778 


Seq. 


ID 


jC-alXLIB327436P3d02al 


Seq. 


No. 


183779 


Seq. 


ID 


jC-alXLIB327436P3d02bl 


Seq. 


No. 


183780 


Seq. 


ID 


jC-alXLIB327436P3f02bl 


Seq. 


No. 


183781 


Seq. 


ID 


jC-alXLIB327436P4b04bl 
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Seq. No. 183782 

Seq. ID jC-alXLIB327436P4d01al 

Seq. No. 183783 

Seq. ID jC-alXLIB327436P4e03al 

Seq. No. 183784 

Seq. ID jC-alXLIB327436P4e07bl 

Seq. No. 183785 

Seq. ID jC-alXLIB327436P4e09al 

Seq. No. 183786 

Seq. ID jC-alXLIB327436P4e09bl 

Seq. No. 183787 

Seq. ID jC-alXLIB327436P4fl0al 

Seq. No. 183788 

Seq. ID jC-alXLIB327436P4h07bl 

Seq. No. 183789 

Seq. ID jC-alXLIB327436P4h09bl 

Seq. No. 183790 

Seq. ID jC-atX147002QlElG12al 

Seq. No. 183791 

Seq. ID jC-atX22003QlElF02al 

Seq. No. 183792 

Seq. ID jC-atX22003QlElH06al 

Seq. No. 183793 

Seq. ID jC-atX22006QlElA03al 

Seq. No. 183794 

Seq. ID jC-atX22008QlElB02al 

Seq. No. 183795 

Seq. ID jC-atX22008QlElG03al 

Seq. No. 183796 

Seq. ID jC-atX22008QlElG12al 

Seq. No. 183797 

Seq. ID jC-atX22011Q!ElG12al 

Seq. No. 183798 

Seq. ID jC-atX22011QlKlG06al 

Seq. No. 183799 

Seq. ID jC-atX22013QlElD08al 

Seq. No. 183800 

Seq. ID jC-atX22014QlElC12al 
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# 



Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No,. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 

Seq. No. 
Seq. ID 



183801 

jC-atX22016QlElB09al 
183802 

jC-atX22016QlElE05al 
183803 

jC-atX22016QlElFllal 
183804 

jOatX22016QlElF12a2 
183805 

j C-atX22017QlElA05bl 
183806 

jOatX22018QlElC02al 
183807 

jC-atX22019QlElC04al 
183808 

jC-atX22020QlElBllal 
183809 

jC-atX22020QlElC10al 
183810 

jC-atX22021QlElB08al 
183811 

jC-atX22024QlElA10al 
183812 

jC-atX22024QlElG03al 
183813 * 

jC-atX22025QlElB08al 
183814 

jC-atX22026QlElHllal 
183815 

jC-atX22 027QlElE01bl 
183816 

jC-atX22028QlElC05al 
183817 

jC-atX22028QlElGllal 
183818 

jC-atX22028Q!ElH12al 
183819 

jC-atX2202 9QlElG10al 
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# 



Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 

Seq. No. 

Seq. ID 



183820 

jC-atX22030QlElG01al 
183821 

jC-atX22034QlE2A07al 
183822 

jC-atX22034QlE2G07al 
183823 

jC-atX22040QlElA05al 
183824 

jC-atX22041QlElC10al 
183825 

jC-atX2204 9QlElH02080al 
183826 

jC-atX22055Q!ElE06al 
183827 

jC-atX22056QlElC08al 
183828 

jC-atX22060QlElD04al 
183829 

jC-atX22061QlE2A03al 
183830 

jC-atX22062QlElE06bl 
183831 

jC-atX22062QlElG04al 
183832 

jC-atX22063QlElG06al 
183833 

jC-atX22065QlElH08al 
183834 

jC-atX22067QlElG02al 
183835 

jC-atX22072QlE!F09al 
183836 

jC-atX22072QlElF12bl 
183837 

jC-atX22075QlElG08al 
183838 

jC-atX22075QlElG08bl 
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# 



Seq. 


No. 


183839 




Seq. 


ID 


jC-atX22079Q!ElF03al 


Seq. 


No. 


183840 




Seq. 


ID 


jC-atX2207 9QlElG01al 


Seq. 


No. 


183841 




Seq. 


ID 


jC-atX2207 9QlElG08al 


Seq. 


No. 


183842 




Seq. 


ID 


jC-atX22080Q!E2G09al 


Seq. 


No. 


183843 




Seq. 


ID 


jC-atX22082QlElE09al 


Seq. 


No. 


183844 




Seq. 


ID 


jC-atX220S 


34QlElB09al 


Seq. 


No. 


183845 




Seq. 


ID 


jOatX220£ 


35QlElA10al 


Seq. 


No. 


183846 




Seq. 


ID 


jC-atX220£ 


35QlElC12al 


Seq. 


No. 


183847 




Seq. 


ID 


jC-atX220* 


35QlE2E03al 


Seq. 


No. 


183848 




Seq. 


ID 


jC-atX220* 


35QlE2E03bl 


Seq. 


No. 


183849 




Seq. 


ID 


jC-atX22086QlElB07al 


Seq. 


No. 


183850 




Seq. 


ID 


jC-atX220S 


36QlElB08al 


Seq. 


No. 


183851 




Seq. 


ID 


jC-atX220£ 


3 6QlElBllal 


Seq. 


No. 


183852 




Seq. 


ID 


jC-atX220£ 


J6QlElC08al 


Seq. 


No. 


183853 




Seq. 


ID 


jC-atX220£ 


S6QlElD02al 


Seq. 


No. 


183854 




Seq. 


ID 


jC-atX220£ 


3 6QlElH04al 


Seq. 


No. 


183855 




Seq. 


ID 


jC-atX220E 


)8QlElD03al 


Seq. 


No. 


183856 




Seq. 


ID 


jC-atX220£ 


}9QlElA12al 


Seq. 


No. 


183857 




Seq. 


ID 


jC-atX2208 9QlElCllal 
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Seq. 


No. 


183858 


Seq. 


ID 


jC-atX23001QlElA03al 


Seq. 


No. 


183859 


Seq. 


ID 


jC-atX23004QlElG02al 


Seq. 


No. 


183860 


Seq. 


ID 


jC-atX23009QlElD08al 


Seq. 


No. 


183861 


Seq. 


ID 


jC-atX23010QlE2B09al 


Seq. 


No. 


183862 


Seq. 


ID 


jC-atX23010QlE2F08al 


Seq. 


No. 


183863 


Seq. 


ID 


jOatX23010QlE2F12al 


Seq. 


No. 


183864 


Seq. 


ID 


jC-atX23012QlElC10al 


Seq. 


No. 


183865 


Seq. 


ID 


jC-atX23012QlElF05al 


Seq. 


No. 


183866 


Seq. 


ID 


jC-atX23013QlE!F05al 


Seq. 


No. 


183867 


Seq. 


ID 


jC-atX23015QlElC08al 


Seq. 


No. 


183868 


Seq. 


ID 


jC-atX23016Q!ElA06al 


Seq. 


No. 


183869 


Seq. 


ID 


jC-atX23016QlElD01al 


Seq. 


No. 


183870 


Seq. 


ID 


jC-atX23016QlElF09a2 


Seq. 


No. 


183871 


Seq. 


ID 


jC-atX23017QlElF02bl 


Seq. 


No. 


183872 


Seq. 


ID 


jC-atX23019QlElB10a2 


Seq. 


No. 


183873 


Seq. 


ID 


jC-atX23022Q2E!F04al 


Seq. 


No. 


183874 


Seq. 


ID 


jC-atX23023QlElD04a2 


Seq. 


No. 


183875 


Seq. 


ID 


jC-atX23023Q!ElD04b2 


Seq. 


No. 


183876 


Seq. 


ID 


jOatX23023QlElD12al 
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# 



Seq. 


No. 


183877 


Seq. 


ID 


jC-atX24001QlElCllal 


Seq. 


No. 


183878 


Seq. 


ID 


jC-atX24001QlElCllbl 


Seq. 


No. 


183879 


Seq. 


ID 


jC-atX24005QlElC01al 


Seq. 


No. 


183880 


Seq. 


ID 


jC-atX24006QlElG07al 


Seq. 


No. 


183881 


Seq. 


ID 


jOatX24007QlElG02al 


Seq. 


No. 


183882 


Seq. 


ID 


jC-atX24010QlElC04bl 


Seq. 


No. 


183883 


Seq. 


ID 


jC-atX24011QlElG01al 


Seq. 


No. 


183884 


Seq. 


ID 


jC-atX24011QlElG08al 


Seq. 


No. 


183885 


Seq. 


ID 


jC-atX24 014QlElB08bl 


Seq. 


No. 


183886 


Seq. 


ID 


jC-atX24 014QlElG03al 


Seq. 


No. 


183887 


Seq. 


ID 


jC-atX24014QlE!G10al 


Seq. 


No. 


183888 


Seq. 


ID 


jC-atX24015QlElA07al 


Seq. 


No. 


183889 


Seq. 


ID 


jC-atX24 017QlElH02al 


Seq. 


No. 


183890 


Seq. 


ID 


jC-atX24020QlE!F09al 


Seq. 


No. 


183891 


Seq. 


ID 


jC-atX24021QlElA02bl 


Seq. 


No. 


183892 


Seq. 


ID 


jC-atX24022QlElA12b2 


Seq. 


No. 


183893 


Seq. 


ID 


jC-atX24022QlElC03al 


Seq. 


No. 


183894 


Seq. 


ID 


jC-atX24 022QlElDllal 


Seq. 


No. 


183895 


Seq. 


ID 


jC-atX24022QlElEllal 
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183896 

jC-atX24022QlE!F09al 
183897 

jC-atX24022QlElGllbl 
183898 

jC-atX24023QlElD09al 
183899 

jC-atX24024QlElB09al 
183900 

jC-atX24024QlElE01al 
183901 

jC-atX24025QlElH06al 
183902 

jC-atX24 02 6QlElF02al 
183903 

jC-atX24026QlElH07al 
183904 

jC-atX24 027QlE!A03al 
183905 

jC-atX24027QlElDllal 
183906 

jC-atX24027QlElH03al 
183907 

jC-atX24027QlElH09al 
183908 

jC-atX24028QlElE09al 
183909 

jC-atX24028QlElGllal 
183910 

jC-atX24028QlElH04al 
183911 

jC-atX24 02 9QlElCllal 
183912 

jC-atX24029QlElE12al 
183913 

jC-atX24 029QlElG05al 
183914 

jC-atX24032QlElC07al 
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183915 
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ID 


jC-atX24036QlElG12al 


Seq. 


No. 


183916 


Seq. 


ID 


jC-atX24038QlElF06bl 


Seq. 


No. 


183917 


Seq. 


ID 


jC-atX24043QlElH01al 


Seq. 
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183918 


Seq. 


ID 


]C-atX2404 4QlElH061al 


Seq. 
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183919 


Seq. 


ID 


jC-atX24047QlElA09bl 


Seq. 
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183920 


Seq. 


ID 


jOatX24047QlElG03al 


Seq. 


No. 


183921 


Seq. 


ID 


jC-atX24 048QlE2B09bl 


Seq. 


No. 


183922 


Seq. 


ID 


jOatX24048QlE2F08al 


Seq. 


No. 


183923 


Seq. 


ID 


jC-atX2404 9QlE2B09al 


Seq. 


No. 


183924 


Seq. 


ID 


jC-atX24050QlElE07al 


Seq. 


No. 


183925 


Seq. 


ID 


jC-atX24 054QlElC04al 


Seq. 


No. 


183926 


Seq. 


ID 


jC-atX24056QlE2E03a2 


Seq. 


No. 


183927 


Seq. 


ID 


jC-atX24 059QlElA12al 


Seq. 


No. 


183928 


Seq. 


ID 


jC-atX24059QlElC03al 


Seq. 


No. 


183929 


Seq. 


ID 


jC-atX24 060QlElC03al 


Seq. 


No. 


183930 


Seq. 


ID 


jC-atX24 060QlElD08al 


Seq. 


No. 


183931 


Seq. 


ID 


jC-atX24060QlElF06a2 


Seq. 


No. 


183932 


Seq. 


ID 


jC-atX240 61QlElC03al 


Seq. 


No. 


183933 


Seq. 


ID 


jC-atX24061QlElF01al 
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183934 

jC-atX24064QlElE05al 
183935 

jC-atX24065QlElB04al 
183936 

jC-atX24067QlElC07al 
183937 

jC-atX24069QlElDllal 
183938 

jC-atX24070QlElD10al 
183939 

jC-atX24071QlElD03al 
183940 

jC-atX24071QlElD08bl 
183941 

jC-atX2407 3QlElC07al 
183942 

jC-atX24074QlElF07al 
183943 

j C-atX2 4 0 9 6Q1E 1 DO 6b 1 
183944 

jC-atX24101QlElD03al 
183945 

jOatX24102QlElBllal 
183946 

]C-atX24103QlElB02al 
183947 

jC-atX24104QlElC02bl 
183948 

jOatX24106QlElE10al 
183949 

jC-atX24107QlElB12al 
183950 

jC-atX24107QlElG03al 
183951 

jC-atX24107QlElG03a2 
183952 

jC-atX24108QlElDllal 
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No. 


183953 


Seq. 


ID 


jC-atX24108QlElDllbl 


Seq. 


No. 


183954 


Seq. 


ID 


jC-atX24108QlElE12al 


Seq. 


No. 


183955 


Seq. 


ID 


jC-atX24108QlElF06al 


Seq. 


No. 


183956 


Seq. 


ID 


jC-atX24109QlElD12al 


Seq. 


No. 


183957 


Seq. 


ID 


jC-atX24109QlElHllal 


Seq. 


No. 


183958 


Seq. 


ID 


jC-atX24111QlElC06al 


Seq. 


No. 


183959 


Seq. 


ID 


jC-atX24112Q!ElE10al 


Seq. 


No. 


183960 


Seq. 


ID 


jC-atX2 4116QlElB05bl 


Seq. 


No. 


183961 


Seq. 


ID 


jOatX24135QlElAllal 


Seq. 


No. 


183962 


Seq. 


ID 


jC-atX25001QlE2E03al 


Seq. 


No. 


183963 


Seq. 


ID 


jC-atX25002QlElB02al 


Seq. 


No. 


183964 


Seq. 


ID 


jC-atX25004QlElD06al 


Seq. 


No. 


183965 


Seq. 


ID 


jC-atX25006QlElE02bl 


Seq. 


No. 


183966 


Seq. 


ID 


jC-atX25009QlElC03bl 


Seq. 


No. 


183967 


Seq. 


ID 


jC-atX25009QlElF04al 


Seq. 


No. 


183968 


Seq. 


ID 


jC-atX25009QlElF04bl 


Seq. 


No. 


183969 


Seq. 


ID 


jC-atX25013QlElB12al 


Seq. 


No. 


183970 


Seq. 


ID 


jC-atX25014QlElD05al 


Seq. 


No. 


183971 


Seq. 


ID 


jC-atX25016QlElA08al 
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183972 

jC-atX25016QlElBllal 
183973 

jC-atX25 018QlElD03al 
183974 

jC-atX25019QlElE01al 
183975 

jC-atX25019QlElH02al 
183976 

jC-atX25021QlElA07al 
183977 

jC-atX25021QlElE06al 
183978 

jC-atX25022QlElA06al 
183979 

jC-atX25023QlElC08al 
183980 

jC-atX2502 6QlElA07al 
183981 

jOatX25026QlElCllbl 
183982 

jC-atX25026QlElG05al 
183983 

jC-atX25027QlElCllal 
183984 

jOatX25027QlElF08al 
183985 

jC-atX25028QlElA02al 
183986 

jC-atX2 5028QlElG07al 
183987 

jOatX25029QlElG03al 
183988 

jC-atX25030QlElA02al 
183989 

jC-atX25030QlE!F08al 
183990 

jC-atX25033QlElF03al 
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Seq. No. 183991 

Seq. ID jC-atX25034Q!ElD03al 

Seq. No. 183992 

Seq. ID jC-atX25034QlElE04al 

Seq. No. 183993 

Seq. ID jC-atX25034QlElH01al 

Seq. No. 183994 

Seq. ID jC-atX25035QlElG10al 

Seq. No. 183995 

Seq. ID jC-atX25036QlElD08al 

Seq. No. 183996 

Seq. ID jC-atX25038QlElEllbl 

Seq. No. 183997 

Seq. ID jC-atX25038QlElE1230al 

Seq. No. 183998 

Seq. ID jC-atX25038QlElH06al 

Seq. No. 183999 

Seq. ID jC-atX25041QlElB01al 

Seq. No. 184000 

Seq. ID jC-atX25041QlElF09al 

Seq. No. 184001 

Seq. ID jC-atX25043QlElA07al 

Seq. No. 184002 

Seq. ID jC-atX25056QlElF06al 

Seq. No. 184003 

Seq. ID jC-atX25060QlElC04al 

Seq. No. 184004 

Seq. ID jC-atX25061QlElDllbl 

Seq. No. 184005 

Seq. ID jC-atX25062QlElC04bl 

Seq. No. 184006 

Seq. ID jOatX25062QlElE08al 

Seq. No. 184007 

Seq. ID jC-atX25063QlElHllal 

Seq. No. 184008 

Seq. ID jC-atX25064QlElC07al 

Seq. No. 184009 

Seq. ID jOatX25066QlElB01al 
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Seq. 


No. 


184010 


Seq. 


ID 


jC-atX25066QlElB02al 


Seq. 


No. 


184011 


Seq. 


ID 


jC-atX25066QlElBllal 


Seq. 


No. 


184012 


Seq. 


ID 


jC-atX25069QlElBllbl 


Seq. 


No. 


184013 


Seq. 


ID 


jC-atX25070QlElAllal 


Seq. 


No. 


184014 


Seq. 


ID 


jC-atX25070QlElH05al 


Seq. 


No. 


184015 


Seq. 


ID 


jC-atX25071QlE!E08al 


Seq. 


No. 


184016 


Seq. 


ID 


jC-atX25071QlElF08al 


Seq. 


No. 


184017 


Seq. 


ID 


jC-atX25073QlElE03al 


Seq. 


No. 


184018 


Seq. 


ID 


jC-atX25075QlElA07bl 


Seq. 


No. 


184019 


Seq. 


ID 


jOatX25075QlElE01al 


Seq. 


No. 


184020 


Seq. 


ID 


jC-atX25081QlElD08al 


Seq. 


No. 


184021 


Seq. 


ID 


jC-atX25081QlElF04al 


Seq. 


No. 


184022 


Seq. 


ID 


jC-atX25090Q!ElH02al 


Seq. 


No. 


184023 


Seq. 


ID 


jC-atX25091QlElF05bl 


Seq. 


No. 


184024 


Seq. 


ID 


jC-atX25096QlElG06bl 


Seq. 


No. 


184025 


Seq. 


ID 


jC-atX25097QlElA10al 


Seq. 


No. 


184026 


Seq. 


ID 


jC-atX25102QlElAllal 


Seq. 


No. 


184027 


Seq. 


ID 


jC-atX25102QlElG04al 


Seq. 


No. 


184028 


Seq. 


ID 


jC-atX25103QlElE02al 
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Seq. 


No. 


184029 


Seq. 


ID 


jC-atX25103QlElE04bl 


Seq. 


No. 


184030 


Seq. 


ID 


jC-atX25103QlElG12al 


Seq. 


No. 


184031 


Seq. 


ID 


jC-atX25103QlE!H09al 


Seq. 


No. 


184032 


Seq. 


ID 


jC-atX25108QlElE07al 


Seq. 


No. 


184033 


Seq. 


ID 


jC-atX25112QlElD09al 


Seq. 


No. 


184034 


Seq. 


ID 


jC-atX25113QlElH03al 


Seq. 


No. 


184035 


Seq. 


ID 


jC-atX25115QlElC03al 


Seq. 


No. 


184036 


Seq. 


ID 


jC-atX35011QlElD05al 


Seq. 


No. 


184037 


Seq. 


ID 


jOatX35015QlElC04bl 


Seq. 


No. 


184038 


Seq. 


ID 


jOatX35019QlElA10al 


Seq. 


No. 


184039 


Seq. 


ID 


jC-atX35022QlElEllal 


Seq. 


No. 


184040 


Seq. 


ID 


jC-atX35036QlElH07al 


Seq. 


No. 


184041 


Seq. 


ID 


jC-atX35041QlElB07bl 


Seq. 


No. 


184042 


Seq. 


ID 


jC-atX35041QlElE07al 


Seq. 


No. 


184043 


Seq. 


ID 


jC-atX3504 6QlElA08al 


Seq. 


No. 


184044 


Seq. 


ID 


jC-atX3504 6QlE!F02al 


Seq. 


No. 


184045 


Seq. 


ID 


jC-atX3504 6QlElG04al 


Seq. 


No. 


184046 


Seq. 


ID 


jC-atX3504 6QlElH12al 


Seq. 


No. 


184047 


Seq. 


ID 


jC-atX35047QlElG03bl 
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Seq. 


ID 
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ID 
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Seq. No. 185511 

Sec I- ID jC-atXLIB327415P2c08a2 

Seq. No. 185512 

Seq. ID jC-atXLIB327415P2c08b2 

Seq. No. 185513 

Seq. ID jC-atXLIB327415P2c09bl 

Seq. No. 185514 

Seq. ID jC-atXLIB327415P2cl0bl 

Seq. No. 185515 

Seq. !D jC-atXLIB327415P2clla2 

Seq. No. 185516 

Seq. ID jC-atXLIB327415P2d01a2 

Seq. No. 185517 

Seq. ID jC-atXLIB327415P2d01bl 

Seq. No. 185518 

Seq. ID jC-atXLIB327415P2d05b2 

Seq. No. 185519 

Seq. ID jC-atXLIB327415P2d07b2 

Seq. No. 185520 

Seq/ ID jC-atXLIB327415P2d!2al 

Seq. No. 185521 

Sec 3- !D jC-atXLIB327415P2e01al 

Seq. No. 185522 

Se ^ 10 jC-atXLIB327415P2e02bl 

Seq. No. 185523 

Seq. ID jC-atXLIB327415P2e03al 

Seq. No. 185524 

Seq. ID jC-atXLIB327415P2e04a2 

Seq. No. 185525 

Se< 3- ID jC-atXLIB327415P2e04b2 

Seq. No. 185526 

Se( ?- ID jC-atXLIB327415P2e05a2 

Seq. No. 185527 

Se q- ID jC-atXLIB327415P2e05bl 

Seq. No. 185528 

Se q* ID jC-atXLIB327415P2e07al 

Seq. No. 185529 

Se q- ID jC-atXLIB327415P2e08bl 



25078 



Seq. 


No. 


185530 




TD 


nP-^1-YT,T'R^97 41 RP^^OQal 

J \-r a. CZi.Xi X .D <£. /.TlJt<£,CU J/al 


Seq. 


No. 


185531 


Qnrr 

oet£ • 


TH 

XU 


-iP-a-l-YT TP'397d1 RP9f (11 M 
J O - aCAXiXCDZ / ft X O C £ X U XDX 


Seq. 


No. 


185532 




TD 
J. u 


-iP— a-hYT TR'39741 RP9-Fn7a9 


Seq. 


No. 


185533 




Tn 


-iP-al-YT TP*39741 RP9-F1 Hh1 


Seq. 


No. 


185534 


oet4 • 




nP— 3-hyT.TR^9741 SP9rrfi9a9 
JO d LALjXD Dd. I ft X .JlrZg UZctZ. 


Seq. 


No. 


185535 




X u 


-iP— ,p-f-YT TR'397A1 RP9rrfl' : *A9 


Seq. 


No. 


185536 


uc^ ■ 


X u 


-iP— ^+-YT,TR^9741 ^P9rrO'}H1 


Seq. 


No. 


185537 


Oet^ • 


Tn 

x U 


iT-a-t-YT TR^97/11 RP9rrfl*^K9 


Seq. 


No. 


185538 


oeq. 


xu 


j u~ar:AXiXDOz / 4XDrzguoaz 


Seq. 


No. 


185539 


oeq • 


xu 


■iP-afYT TT5"39*7A1 RDOrrn^aO 

joaT.AXiX.tsoz / 4 xo.rzguoaz 


Seq. 


No. 


185540 


oeq • 


th 


j o-auAijXrSoZ / 4XDrZgUoaX 


Seq. 


No. 


185541 


oeq . 


Tn 
xu 


-iT-afYT Tn^O^jll ^DOz-rflOKO 
]L aLAitlDjZ / *t XDirZgUoDZ 


Seq. 


No. 


185542 




Tn 

xu 


-iP— ai-YT TR^9741 ^P9rrflQa1 
JO a. LAXiX JD / ft XOJrZgU ,/a.X 


Seq. 


NO. 


185543 


1JC4 * 


Tn 

X Lf 


-iP-afYT TP*397A1 RP9rrflQK9 
J U at-ALiiDji / ft XOlrZ gu jDZ 


Seq. 


No. 


185544 


oeq • 


Tn 


JO ai.AXiX.DOZ / ft XDirZy XXaZ 


Seq. 


No. 


185545 


oeq . 


Tn 
xu 


3 o — anAXjXJDoz / 4Xor*zgxxDX 


Seq. 


No. 


185546 


oeq . 


Tn 
xu 


JO auAXiXoOZ / fi X-JirZgXXDZ 


Seq. 


No. 


185547 


Seq. 


ID 


jC-atXLIB327415P2h01b2 


Seq. 


No. 


185548 


Seq. 


ID 


jC-atXLIB327 415P2h03al 
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Seq. 


No. 


185549 


Oeq • 


±u 


J O CLUAIjIDJ^. / *± XsJiT^llU JCt^. 


Seq. 


No. 


185550 


Seq . 


ID 


-iP-ifYT TP^Ol^l ^DOhn^KI 


Seq. 


No. 


185551 


C rr 


1U 


iP-ahYT TR"^9741 RP9hnQ^1 
JO a. LAXjX / ±-3 irZHU -3d. Jl 


Seq. 


No. 


185552 


oeq • 


XU 


-if-afYT TR"39741 RP^aH1h1 


Seq. 


No. 


185553 




XU 




Seq. 


No. 


185554 


C 0 


J. u 


JO a. LAiilOJ^ / ft X,j JrOciUOIJX 


Seq. 


No. 


185555 


OC4 * 


X Lf 


■iP-^t-YT TR^?741 RP^aDSKI 

JO aLAlilDJi. / 41 Jr JdU JJJ1 


Seq. 


No. 


185556 


Seq • 


Tn 


4n. 2 fVT TP'397il1 RP*3=>n£V\1 
J 0~auAJ_iXi3.jZ /*ilOrjdUODl 


Seq. 


No. 


185557 


Seq. 




JO atALlDJi / 4iOrOdU /cLx 


Seq. 


No. 


185558 


0 ^ /~t 
oeq • 


Tn 


■if-a-l-YT TP*50741 RD^aAQM 


Seq. 


No. 


185559 


oeq. 


Tn 

ID 


-iP-afYT TP'39741 i^DTal OKI 
jU aCALlDjZ / 4 XDroclxUDx 


Seq. 


No. 


185560 


Seq. 


Tn 


-4 fi_-fVT T TiLOH A 1 RD"5a1 1 K1 
]U dtAJjlDjZ / 4xOJrJa.xlDl 


Seq. 


No. 


185561 


Seq. 


Tn 
1U 


-1 P_nf YT TT3Q07 /I 1 dD"3Kni K1 
J O 3.L.A1j1doZ / 4 XOirODUXDl 


Seq. 


No. 


185562 


Q /-\ /T 

oeq . 


Tn 


* ( ^i_ =1 j_V'T T'R'39741 ^D^HOKI 


Seq. 


No. 


185563 


Seq. 


Tn 
ID 


JL si -if YT TDTOT/I 1 t^D^Kn^KI 

]L dtALlDjZ /4xOrODUDDl 


Seq. 


No. 


185564 


Seq. 


Tn 
XL) 


J O— a uALixrJoz / 4 iOrouUiaJ. 


Seq. 


No. 


185565 


oeq. 


Tn 


nP-a-l-YT TP'397,dl I^D^Hn^al 

J U aLALiDjZ / 4 ±0 Jr jQlljal 


Seq. 


No. 


185566 


Seq. 


ID 


j C-atXLIB327 4 15P3dO 6bl 


Seq. 


No. 


185567 


Seq. 


ID 


jC-atXLIB327415P3e03bl 
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Seq. 
Seq. 


No. 
ID 


185568 

jC-atXLIB327415P3e09al 


Seq. 
Seq. 


No. 

ID 


185569 

jC-atXLIB327415P3e!0al 


Seq. 
Seq. 


No. 

ID 


185570 

jC-atXLIB327415P3f05bl 


Seq. 
Seq. 


No. 

ID 


185571 

jC-atXLIB327415P3fllal 


Seq. 
Seq. 


No. 
ID 


185572 

jC-atXLIB327415P3fllbl 


Seq. 
Seq. 


No. 

ID 


185573 

jOatXLIB327415P3fl2bl 


Seq. 
Seq. 


No. 

ID 


185574 

jC-atXLIB327415P3g03al 


Seq. 
Seq. 


No. 

ID 


185575 

jC-atXLIB327415P3g07bl 


Seq. 
Seq. 


No. 

ID 


185576 

jC-atXLIB327415P3g09al 


Seq. 
Seq. 


No. 

ID 


185577 

jC-atXLIB327415P3gllbl 


Seq. 
Seq. 


No. 

ID 


185578 

jC-atXLIB327415P3h01al 


Seq. 
Seq. 


No. 

ID 


185579 

jC-atXLIB327415P3h03al 


Seq. 
Seq. 


No. 

ID 


185580 

jC-atXLIB327415P3h05bl 


Seq. 
Seq. 


NO, 

ID 


185581 

jOatXLIB327415P3h06al 


Seq. 
Seq. 


No. 
ID 


185582 

jC-atXLIB327415P3h08al 


Seq. 
Seq. 


No. 

ID 


185583 

jC-atXLIB327415P3h09al 


Seq. 
Seq. 


No. 

ID 


185584 

jC-atXLIB327415P3h!0al 


Seq. 
Seq. 


No. 

ID 


185585 

j C-atXLIB327 4 15P3hllbl 


Seq. 
Seq. 


No. 

ID 


185586 

jC-atXLIB327415P3hl2bl 
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Seq. 


No. 


185587 


Seq. 


T Pi 


nf-afYT TR^9741 ^'PA^fMh,'] 
J L- a.T-AiiX£3j^ / ftXOIrftciU /XJ-L 


Seq. 


No. 


185588 


Seq. 


ID 


J L-*a.TIAijlDOZ / 4.LDr4a±ZD-L 


Seq. 


No. 


185589 


Seq. 




iP-afYT RPdr>D7h1 


Seq. 


No. 


185590 


Seq. 


ID 


A C—^i-'Vl TR^9741 ^P^rin^KI 


Seq. 


No. 


185591 


Seq. 


ID 


■iP-a-f-YT TR^97A1 RP^/rOfljal 


Seq. 


No. 


185592 


Seq. 


ID 


JU alALlDJi / 4 1j r *iy U DJJX 


Seq. 


No. 


185593 


Seq. 


ID 


^u-arxLiBoz /4ior4gu /ai 


Seq. 


No. 


185594 


Seq. 


ID 


-iP-afYT T"D"^97/11 RDdrrHQKI 


Seq. 


No. 


185595 


Seq. 


ID 


jC-atXLIBJz /4l3P4glzai 


Seq. 


No. 


185596 


Seq. 


ID 


3C-atXLIBoz /41oP4glz£>l 


Seq. 


No. 


185597 


Seq. 


ID 


3u-atALihSoz /4±or4nuzai 


Seq. 


No. 


185598 


beq. 


ID 


ju^ar-AiiiBo^ / 4±DJr4nuzDi 


Seq. 


No. 


185599 


Seq. 


ID 


arALiboz / 4ior4nu /ai 


Seq. 


No. 


185600 


Seq. 


ID 


J O— atAlilnJz / 4 IOr4nU lux 


Seq. 


No. 


185601 


Seq. 


ID 


JU— atAblhS^Z / 4iOr4nUoai 


Seq. 


NO. 


185602 


Seq. 


ID 


JU-atALlBoz / 4ior4nuyai 


Seq. 


No. 


185603 


Seq. 


ID 


jC-atXLIBoz /41oF4nuyDi 


Seq. 


No. 


185604 


Seq. 


ID 


jC-atXLIB327415P4hl0al 


Seq. 


No. 


185605 


Seq. 


ID 


jC-atXLIB327415P4h!0bl 
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Seq. 
Seq. 


No. 

ID 


185606 

jC-atXLIB327416Pla05al 


Seq. 
Seq. 


No. 

ID 


185607 

jC-atXLIB327416Plbllal 


Seq. 
Seq. 


No. 

ID 


185608 

jC-atXLIB327416Plc02bl 


Seq. 
Seq. 


No. 

ID 


185609 

jC-atXLIB327416Ple01bl 


Seq. 
Seq. 


No. 

ID 


185610 

jC-atXLIB327416Ple04al 


Seq. 
Seq. 


No. 

ID 


185611 

jC-atXLIB327416Plf02bl 


Seq. 
Seq. 


No. 
ID 


185612 

jC-atXLIB327416Plf09al 


Seq. 
Seq. 


No. 
ID 


185613 

jC-atXLIB327416Plf09bl 


Seq. 
Seq. 


No. 
ID 


185614 

jC-atXLIB327416Plg01al 


Seq. 
Seq. 


No. 

ID 


185615 

jC-atXLIB327416Plg02al 


Seq. 
Seq. 


No. 
ID 


185616 

jC-atXLIB327416Plg02bl 


Seq. 
Seq. 


No. 

ID 


185617 

j C-atXLIB32 741 6Plh01bl 


Seq. 
Seq. 


No. 

ID 


185618 

jC-atXLIB327416Plh03al 


Seq. 
Seq. 


No. 
ID 


185619 

jOatXLIB327416Plh09al 


Seq. 
Seq. 


No. 

ID 


185620 

jC-atXLIB327416Plh09bl 


Seq. 
Seq. 


No. 

ID 


185621 

jC-atXLIB327416P2a04bl 


Seq. 
Seq. 


No. 

ID 


185622 

jC-atXLIB327416P2a06al 


Seq. 
Seq. 


No. 
ID 


185623 

jC-atXLIB327416P2a09bl 


Seq. 
Seq. 


No. 

ID 


185624 

jC-atXLIB327416P2al2bl 
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Seq. 


No. 


185625 


Seq. 


ID 


jC-atXLIB327416P2b03bl 


Seq. 


No. 


185626 


Seq. 


ID 


jC-atXLIB327416P2b05al 


Seq. 


No. 


185627 


Seq. 


ID 


^C-atXLIB327416P2b09bl 


Seq. 


No. 


185628 


Seq. 


ID 


jC-atXLIB327416P2bllbl 


Seq. 


No. 


185629 


Seq. 


ID 


jC-atXLIB327416P2culal 


Seq. 


No. 


185630 


Seq. 


ID 


jC-atXLIB327416P2a02bl 


Seq. 


No. 


185631 


Seq. 


ID 


jC-atXLIB327416P2dl0al 


Seq. 


No. 


185632 


Seq. 


ID 


jC-atXLIB327416P2hl2al 


Seq. 


No. 


185633 


Seq. 


ID 


jC-atXLIB327416P2hl2bl 


Seq. 


No. 


185634 


Seq. 


ID 


jC-atXLIB327416P3a02al 


Seq. 


No. 


185635 


Seq. 


ID 


jC-atXLIB327416P3a02bl 


Seq. 


No. 


185636 


Seq. 


ID 


jC-atXLIB327416P3bllal 


Seq. 


No. 


185637 


Seq. 


ID 


jC-atXLIB327416P4a04al 


Seq. 


No. 


185638 


Seq. 


ID 


jC-atXLIB327416P4a04bl 


Seq. 


No. 


185639 


Seq. 


ID 


jC-atXLIB327416P4a05al 


Seq. 


No. 


185640 


Seq. 


ID 


jC-atXLIB327416P4a09bl 


Seq. 


No. 


185641 


Seq. 


ID 


jC-atXLIB327416P4allal 


Seq. 


No. 


185642 


Seq. 


ID 


jC-atXLIB327416P4b01al 


Seq. 


No. 


185643 


Seq. 


ID 


jC-atXLIB327416P4b02bl 
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Seq. No. 185644 

Seq. ID jC-atXLIB327416P4b04bl 

Seq. No. 185645 

Seq. ID jC-atXLIB327416P4b05al 

Seq. No. 185646 

Seq. ID jC-atXLIB327416P4b07bl 

Seq. No. 185647 

Seq. ID jC-atXLIB327416P4b09bl 

Seq. No. 185648 

Seq. ID jC-atXLIB327416P4bl2al 

Seq. No. 185649 

Seq. ID jC-atXLIB327416P4dl0bl 

Seq. No. 185650 

Seq. ID jC-atXLIB327416P4e08al 

Seq. No. 185651 

Seq. ID jOatXLIB327416P4e08bl 

Seq. No. 185652 

Seq. ID jOatXLIB327416P4e09al 

Seq. No. 185653 

Seq. ID jC-atXLIB327416P4g!0al 

Seq. No. 185654 

Seq. ID jC-atXLIB327416P4gl0bl 

Seq. No. 185655 

Seq. ID jOatXLIB327417Pla06al 

Seq. No. 185656 

Seq. ID jC-atXLIB327417Pla06bl 

Seq. No. 185657 

Seq. ID , jC-atXLIB327417Plb06al 

Seq. No. 185658 

Seq. ID jC-atXLIB327417Plb06bl 

Seq. No. 185659 

Seq. ID jC-atXLIB327417Plbllal 

Seq. No. 185660 

Seq. ID jC-atXLIB327417Pldl0al 

Seq. No. 185661 . 

Seq. ID jC-atXLIB327417Ple08al 

Seq. No. 185662 

Seq. ID jC-atXLIB327417Plfllbl 
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Seq. No, 185663 

Seq. ID jC-atXLIB327417Plh06bl 

Seq. No. 185664 

Seq. ID jC-atXLIB327417P2a04bl 

Seq. No. 185665 

Seq. ID jC-atXLIB327417P2b06bl 

Seq. No. 185666 

Seq. ID jC-atXLIB327417P2bllal 

Seq. No. 185667 

Seq. ID jC-atXLIB327417P2c01bl 

Seq. No. 185668 

Seq. ID jC-atXLIB327417P2c03al 

Seq. No. 185669 

Seq. ID jC-atXLIB327417P2cllbl 

Seq. No. 185670 

Seq. ID jC-atXLIB327417P2c!02al 

Seq. No. 185671 

Seq. ID jC-atXLIB327417P2d05bl 

Seq. No. 185672 

Seq. ID jC-atXLIB327417P2dllbl 

Seq. No. 185673 

Seq. ID jC-atXLIB327417P2dl2al 

Seq. No. 185674 

Seq. ID jC-atXLIB327417P2dl2bl 
Seq. No. 185675 

Seq. ID jC-atXLIB327417P2f08bl 

Seq. No. 185676 

Seq. ID jC-atXLIB327417P2fl2al 

Seq. No. 185677 

Seq. ID jC-atXLIB327417P2h02al 

Seq. No. 185678 

Seq. ID jC-atXLIB327417P2h04al 

Seq. No. 185679 

Seq. ID jC-atXLIB327417P2h07al 
Seq. No. 185680 

Seq. ID jC-atXLIB327417P2h07bl 
Seq. No. 185681 

Seq. ID jC-atXLIB327417P3al2al 
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Seq. 


No. 


185682 


Seq. 


ID 


-if-At-XT,TR3?7 417P3al2bl 

JO O.LAJUXD J^i i t JL l C Jul^ i^/ -L 


Seq. 


No. 


185683 


Seq . 


1U 




Seq. 


No. 


185684 


C <-i t-r 

Seq. 


ID 


J O d LA.i_i J_ J-OZ. i *± -L / L JOli-Cll 


Seq. 


No. 


185685 




TTi 


■ir-Ai-XLIB327417P3cl2bl 


Seq. 


No. 


185686 


oeq . 


in 

LU 


-ir-atXLIB327 417P3e03al 


Seq. 


NO. 


185687 


oeq • 




iC-atXLIB327 417P3e03bl 


Seq. 


No. 


185688 


Seq . 


±U 


-ir- ( atXLTB327417P3e06bl 


Seq. 


No. 


185689 


Seq. 


t n 
xU 


-ir , -s-l-YT.TR3?7 41 7P3f 06al 


Seq. 


No. 


185690 


Seq. 


ID 


■nr-afYT TR^?741 7P3rrD7b1 


Seq. 


No. 


185691 


C y-i 

Seq. 


ID 


• r.„ a 4-yT TR^97 4 1 7P3a1 ?al 


Seq. 


No. 


185692 


Seq. 


ID 




Seq. 


NO. 


185693 


Seq. 


-LU 


-ir-^-t-YT,TR^y > 741 7P3h09al 


Seq. 


No. 


185694 


Seq. 


ID 


JO aLAJjlD j^, / t x / r Jiuiai 


Seq. 


No. 


185695 


Seq . 


XD 


nr-a-t-yT.TR^?741 7P4a08bl 


Seq. 


No. 


185696 


Seq • 


xn 
1U 


-ir-Ai-XT.TR3?741 7P4rr05al 

JO ci LAijiD j£. / *±x / t lyujax 


Seq. 


No. 


185697 


Seq. 


XD 


-iP-a-hVT TR^y>741RP1 hf)1 3 1 


Seq. 


No. 


185698 


Seq. 


ID 


aUALlDji / t x 0 it XJL?U xJJx 


Seq. 


No. 


185699 


Seq. 


ID 


jC-atXLIB327418Plb03bl 


Seq. 


No. 


185700 


Seq. 


ID 


jC-atXLIB327 418Plb04al 
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Seq. 


No. 


185701 


Seq. 


ID 


J — 3XA.LJ.D / ft X 0 r XXJU 


Seq. 


No. 


185702 


Seq. 


ID 


j u aCAiiloO^ / 1 J.OJT XJJU Dal 


Seq. 


No. 


185703 


Seq. 


ID 


A f-afYT TR^97 A 1 ft PI H1 OH1 

^ ai.Alil.DOZ / ft 1 0 zr XxJ XUiJ-L 


Seq. 


No. 


185704 


Seq. 


ID 


• _j-YT TT3"59 7 A 1 ft PI r>fl 9 ^ 1 
J a tAlilrSOZ / ftlOirlCUZax 


Seq. 


No. 


185705 


Seq. 


ID 


]L atALlDJi / ft 10 it 1U.U O.UX 


Seq. 


No. 


185706 


Seq. 


ID 


H (^~~aT_Ali 113,3 Z / f±XOirXU.U /dX 


Seq. 


No. 


185707 


Seq. 


ID 


-i C VT TC59 7 A 1 QPl rlfi fi a 1 


Seq. 


No. 


185708 


Seq. 


ID 


nf-afYT TP^97A1 ftP1<an*^3l 
JO aLAiilDJZ / ft X D it 1c \J Jdl 


Seq. 


No. 


185709 


Seq. 


ID 


An -i 4- VT TP*5 9 7 A 1 Q Pi dfl AH1 
3 U — a.uAXilDOZ / 4 Xoxrieu 4DX 


Seq. 


No. 


185710 


Seq. 


ID 


}C— atAlilrJoz /41orieUoDl 


Seq. 


No. 


185711 


Seq. 


ID 


3C-atAiiiboz / 4ioriiuxai 


Seq. 


No. 


185712 


Seq. 


ID 


3 c- at Alt lb J z / ft loirirufiai 


Seq. 


No. 


185713 


Seq. 


ID 


' fi -ifVT TmOTyll QD1 filial 

j L — arALiiDoz /fiioriiuoai 


Seq. 


No. 


185714 


Seq. 


ID 


*r« -4-VT T"D"30*7,/I 1 QD1 -Ffl^KI 

^C-auALlDOz /41orlIUODl 


Seq. 


No. 


185715 


Seq. 


ID 


J L aiALlDOZ /filoJrlxU / al 


Seq. 


No. 


185716 


Seq. 


ID 


J L-~atAltli5jz /41olrlxUoaX 


Seq. 


No. 
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Seq. No. 187413 

Seq. ID jC-atXLIB327430P4c03al 

Seq. No. 187414 

Seq. ID jC-atXLIB327430P4c09al 

Seq. No. 187415 

Seq. ID jC-atXLIB327430P4cl0bl 

Seq. No. 187416 

Seq. ID jC-atXLIB327430P4d02al 

Seq. No. 187417 

Seq. ID jC-atXLIB327430P4d03al 

Seq. No. 187418 

Seq. ID jC-atXLIB327430P4d04al 

Seq. No. 187419 

Seq. ID jC-atXLIB327430P4d07al 

Seq. No. 187420 

Seq. ID jC-atXLIB327430P4e03al 

Seq. No. 187421 

Seq. ID jC-atXLIB327430P4e04al 

Seq. No. 187422 

Seq. ID jC-atXLIB327430P4e05al 

Seq. No. 187423 

Seq. ID jC-atXLIB327430P4e07al 

Seq. No. 187424 

Seq. ID jC-atXLIB327430P4ellal 

Seq. No. 187425 

Seq. ID jC-atXLIB327430P4el2al 

Seq. No. 187426 

Seq. ID jC-atXLIB327430P4f04al 

Seq. No. 187427 

Seq. ID jC-atXLIB327430P4f06al 

Seq. No. 187428 

Seq. ID jC-atXLIB327430P4f07bl 

Seq. No. 187429 

Seq. ID jC-atXLIB327430P4fl0al 
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Seq. No. 187430 

Seq. ID jC-atXLIB327430P4fllal 

Seq. No. 187431 

Seq. ID jC-atXLIB327430P4g02al 

Seq. No. 187432 

Seq. ID jC-atXLIB327430P4g07al 

Seq. No. 187433 

Seq. ID jC-atXLIB327430P4g09al 

Seq. No. 187434 

Seq. ID jC-atXLIB327430P4gllal 

Seq. No. 187435 

Seq. ID jC-atXLIB327431Pla01bl 

Seq. No. 187436 

Seq. ID jC-atXLIB327431Plal2al 

Seq. No. 187437 

Seq. ID jC-atXLIB327431Plbl2al 

Seq. No. 187438 

Seq. ID jC-atXLIB327431Plc01al 

Seq. No. 187439 

Seq. ID jC-atXLIB327431Plc01bl 

Seq. No. 187440 

Seq. ID jC-atXLIB327431Plcl0bl 

Seq. No. 187441 

Seq. ID jC-atXLIB327431Pld01bl 

Seq. No. 187442 

Seq. ID jOatXLIB327431Pldl0al 

Seq. No. 187443 

Seq. ID jC-atXLIB327431Pldl0bl 

Seq. No. 187444 

Seq. ID jC-atXLIB327431Ple01al 
Seq. No. 187445 

Seq. ID jC-atXLIB327431Ple03bl 

Seq. No. 187446 

Seq. ID jC-atXLIB327431Plel0al 

Seq. No. 187447 

Seq. ID jC-atXLIB327431Plf07al 

Seq. No. 187448 

Seq. ID jC-atXLIB327431Plf07bl 
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Seq. No. 187449 

Seq. ID jC-atXLIB327431Plfllal 

Seq. No. 187450 

Seq. ID jC-atXLIB327431Plg04al 

Seq. No. 187451 

Seq. ID jC-atXLIB327431Plg04bl 

Seq. No. 187452 

Seq. ID jC-atXLIB327431Plg09al 

Seq. No. 187453 

Seq. ID jC-atXLIB327431Plgl0al 

Seq. No. 187454 

Seq. ID jC-atXLIB327431Plgl2al 

Seq. No. 187455 

Seq. ID jC-atXLIB327431Plh07al 

Seq. No. 187456 

Seq. ID jC-atXLIB327431Plhl0bl 

Seq. No. 187457 

Seq. ID jC-atXLIB327431P2a03al 

Seq. No. 187458 

Seq. ID jC-atXLIB327431P2a03bl 

Seq. No. 187459 

Seq. ID jC-atXLIB327431P2bllal 

Seq. No. 187460 

Seq. ID jC-atXLIB327431P2c!0bl 

Seq. No. 187461 

Seq. ID jC-atXLIB327431P2cllal 

Seq. No. 187462 

Seq. ID jC-atXLIB327431P2cl2al 

Seq. No. 187463 

Seq. ID jC-atXLIB327431P2dl0al 

Seq. No. 187464 

Seq. ID jC-atXLIB327431P2dllbl 

Seq. No. 187465 

Seq. ID jC-atXLIB327431P2e02al 

Seq. No. 187466 

Seq. ID jC-atXLIB327431P2h05bl 

Seq. No. 187467 

Seq. ID jC-atXLIB327431P2h08bl 
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Seq. No. 187468 

Seq. ID jC-atXLIB327431P3a02al 

Seq. No. 187469 

Seq. ID jC-atXLIB327431P3b08bl 

Seq. No. 187470 

Seq. ID jC-atXLIB327431P3bl0al 

Seq. No. 187471 

Seq. ID jC-atXLIB327431P3c01bl 

Seq. No. 187472 

Seq. ID jC-atXLIB327431P3c02al 

Seq. No. 187473 

Seq. ID jC-atXLIB327431P3c07al 

Seq. No. 187474 

Seq. ID jC-atXLIB327431P3c07bl 

Seq. No. 187475 

Seq. ID jC-atXLIB327431P3c08al 

Seq. No. 187476 

Seq. ID jC-atXLIB327431P3c08bl 

Seq. No. 187477 

Seq. ID jC-atXLIB327431P3cllal 

Seq. No. 187478 

Seq. ID jC-atXLIB327431P3d08al 

Seq. No. 187479 

Seq. ID jC-atXLIB327431P3el2bl 

Seq. No. 187480 

Seq. ID jC-atXLIB327431P3fllbl 

Seq. No. 187481 

Seq. ID jC-atXLIB327431P3g01al 

Seq. No. 187482 

Seq. ID jC-atXLIB327431P3g01bl 
Seq. No. 187483 

Seq. ID jC-atXLIB327431P3gllal 

Seq. No. 187484 

Seq. ID jC-atXLIB327431P4a06al 

Seq. No. 187485 

Seq. ID jC-atXLIB327431P4a09bl 
Seq. No. 187486 

Seq. ID jC-atXLIB327431P4a!0al 
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Seq. No. 187487 

Seq. ID jC-atXLIB327431P4b07bl 

Seq. No. 187488 

Seq. ID jOatXLIB327431P4b09bl 

Seq. No. 187489 

Seq. ID jC-atXLIB327431P4bl0bl 

Seq. No. 187490 

Seq. ID jC-atXLIB327431P4c02bl 

Seq. No. 187491 

Seq. ID jC-atXLIB327431P4c04bl 

Seq. No. 187492 

Seq. ID jC-atXLIB327431P4d01bl 

Seq. No. 187493 

Seq. ID jC-atXLIB327431P4d02bl 

Seq. No. 187494 

Seq. ID jC-atXLIB327431P4d05bl 

Seq. No. 187495 

Seq. ID jC-atXLIB327431P4d08bl 

Seq. No. 187496 

Seq. ID jC-atXLIB327431P4dllbl 

Seq. No. 187497 

Seq. ID jC-atXLIB327431P4dl2bl 

Seq. No. 187498 

Seq. ID jC-atXLIB327431P4el2bl 

Seq. No. 187499 

Seq. ID jC-atXLIB327432Pla01al 

Seq. No. 187500 

Seq. ID jC-atXLIB327432Pla03al 

Seq. No. 187501 

Seq. ID jC-atXLIB327432Pla03bl 

Seq. No. 187502 

Seq. ID jC-atXLIB327432Pla05bl 

Seq. No. 187503 

Seq. ID jC-atXLIB327432Plal0bl 

Seq. No. 187504 

Seq. ID jC-atXLIB327432Plallbl 

Seq. No. 187505 

Seq. ID jC-atXLIB327432Plal2bl 
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Seq. No. 187506 

Seq. ID jC-atXLIB327432Plb01bl 

Seq. No. 187507 

Seq. ID jC-atXLIB327432Plb02al - 

Seq. No. 187508 

Seq. ID jC-atXLIB327432Plb02bl 

Seq. No. 187509 

Seq. ID jC-atXLIB327432Plb03al 

Seq. No. 187510 

Seq. ID jC-atXLIB327432Plb03bl 

Seq. No. 187511 

Seq. ID jC-atXLIB327432Plb04bl 

Seq. No. 187512 

Seq. ID jC-atXLIB327432Plb05al 

Seq. No. 187513 

Seq. ID jC-atXLIB327432Plb06al 

Seq. No. 187514 

Seq. ID jC-atXLIB327432Plb07bl 

Seq. No. 187515 

Seq. ID jC-atXLIB327432Plbllbl 

Seq. No. 187516 

Seq. ID jC-atXLIB327432Plc01al 

Seq. No. 187517 

Seq. ID jC-atXLIB327432Plc02bl 

Seq. No. 187518 

Seq. ID jC-atXLIB327432Plc07al 

Seq. No. 187519 

Seq. ID jC-atXLIB327432Plc09bl 

Seq. No. 187520 

Seq. ID jC-atXLIB327432Plcllal 
Seq. No. 187521 

Seq. ID jC-atXLIB327432Pld01al 
Seq. No. 187522 

Seq. ID jC-atXLIB327432Pld01bl 
Seq. No. 187523 

Seq. ID jC-atXLIB327432Pld03bl 
Seq. No. 187524 

Seq. ID jC-atXLIB327432Pld08al 
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Seq. No. 187525 

Seq. ID jC-atXLIB327432Pld08bl 

Seq. No. 187526 

Seq. ID jC-atXLIB327432Pldl2bl 

Seq. No. 187527 

Seq. ID jC-atXLIB327432Ple01bl 

Seq. No. 187528 

Seq. ID jC-atXLIB327432Ple07bl 

Seq. No. 187529 

Seq. ID jC-atXLIB327432Ple09al 

Seq. No. 187530 

Seq. ID jC-atXLIB327432Plel0bl 

Seq. No. 187531 

Seq. ID jC-atXLIB327432Plf03al 

Seq. No. 187532 

Seq. ID jC-atXLIB327432Plf03bl 

Seq. No. 187533 

Seq. ID jC-atXLIB327432Plf05al 

Seq. No. 187534 

Seq. ID jC-atXLIB327432Plf06bl 

Seq. No. 187535 

Seq. ID jC-atXLIB327432Plf07bl 

Seq. No. 187536 

Seq. ID jC-atXLIB327432Plfl2al 

Seq. No. 187537 

Seq. ID jC-atXLIB327432Plfl2bl 

Seq. No. 187538 

Seq. ID jC-atXLIB327432Plg01bl 

Seq. No. 187539 

Seq. ID jC-atXLIB327432Plg05al 

Seq. No. 187540 

Seq. ID jC-atXLIB327432Plg05bl 

Seq. No. 187541 

Seq. ID jC-atXLIB327432Plg06al 

Seq. No. 187542 

Seq. ID jC-atXLIB327432Plg08al 

Seq. No. 187543 

Seq. ID jC-atXLIB327432Plh01bl 
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Seq. 
Seq. 


No. 

ID 


187544 

jC-atXLIB327432Plh02bl 


Seq. 
Seq. 


No. 

ID 


187545 

jC-atXLIB327432Plh05al 


Seq. 
Seq. 


No. 
ID 


187546 

jC-atXLIB327432Plh05bl 


Seq. 
Seq. 


No. 

ID 


187547 

jOatXLIB327432Plh06al 


Seq. 
Seq. 


No. 
ID 


187548 

jC-atXLIB327432P2a03al 


Seq. 
Seq. 


No. 
ID 


187549 

j C-atXLIB327 4 32P2a05b2 


Seq. 
Seq. 


No. 
ID 


187550 

jC-atXLIB327432P2a07a2 


Seq. 
Seq. 


No. 

ID 


187551 

jC-atXLIB327432P2a08al 


Seq. 
Seq. 


No. 
ID 


187552 

jC-atXLIB327432P2a09b2 


Seq. 
Seq. 


No. 

ID 


187553 

jC-atXLIB327432P2al0al 


Seq. 
Seq. 


No. 
ID 


187554 

jC-atXLIB327432P2al2al 


Seq. 
Seq. 


No. 

ID 


187555 

jC-atXLIB327432P2b02al 


Seq. 
Seq. 


NO. 

ID 


187556 

j C-atXLIB32 7 4 32P2b02bl 


Seq. 
Seq. 


No. 

ID 


187557 

jC-atXLIB327432P2b05b2 


Seq. 
Seq. 


No. 

ID 


187558 

jOatXLIB327432P2b06a2 


Seq. 
Seq. 


No. 

ID 


187559 

j C-atXLI B3 2 7432 P2b0 6b2 


Seq. 
Seq. 


No. 
ID 


187560 

jC-atXLIB327432P2b09al 


Seq. 
Seq. 


No. 

ID 


187561 

jC-atXLIB327432P2bl0al 


Seq. 
Seq. 


NO. 

ID 


187562 

jC-atXLIB327432P2b!0bl 
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Seq. 
Seq. 


No. 

ID 


187563 

jC-atXLIB327432P2bllbl 


Seq. 
Seq. 


No. 

ID 


187564 

jC-atXLIB327432P2c01al 


Seq. 
Seq. 


No. 

ID 


187565 

jC-atXLIB327432P2c02b2 


Seq. 
Seq. 


No. 
ID 


187566 

jC-atXLIB327432P2c04a2 


Seq. 
Seq. 


No. 

ID 


187567 

jOatXLIB327432P2c04b2 


Seq. 
Seq. 


No. 
ID 


187568 

jC-atXLIB327432P2c05a2 


Seq. 
Seq. 


No. 

ID 


187569 

jC-atXLIB327432P2c07b2 


Seq. 
Seq. 


No. 

ID 


187570 

jC-atXLIB327432P2c09al 


Seq. 
Seq. 


No. 
ID 


187571 

jC-atXLIB327432P2d01bl 


Seq. 
Seq. 


No. 

ID 


187572 

jC-atXLIB327432P2d09al 


Seq. 
Seq. 


No. 

ID 


187573 

jC-atXLIB327432P2dllbl 


Seq. 
Seq. 


No. 

ID 


187574 

jC-atXLIB327432P2e04a2 


Seq. 
Seq. 


No. 

ID 


187575 

jC-atXLIB327432P2e07a2 


Seq. 
Seq. 


No. 

ID 


187576 

jC-atXLIB327432P2e08bl 


Seq. 
Seq. 


No. 

ID 


187577 

jC-atXLIB327432P2e08b2 


Seq. 
Seq. 


No. 

ID 


187578 

jOatXLIB327432P2el0bl 


Seq. 
Seq. 


No. 

ID 


187579 

jC-atXLIB327432P2el0b2 


Seq. 
Seq. 


No. 

ID 


187580 

jC-atXLIB327432P2ellal 


Seq. 
Seq. 


No. 

ID 


187581 

jC-atXLIB327432P2ellb2 
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Seq. 


No. 


187582 


oeq • 


± u 




Seq. 


No. 


187583 


Seq, 
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1U 
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Seq. 
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187584 


Seq. 


t n 

J.U 


-ir-a1-yT.TR^274 32P2f 05a2 


Seq. 


No. 


187585 


Seq • 




-ir-3i-XT,TR3?74 32P2f 05bl 


Seq. 


No. 


187586 


Seq. 


t n 


nr , -»i-YT.TR* : *97 4?9P2f Ofibl 


Seq. 


No. 


187587 


Seq. 


IJJ 


-iP-3-hYT TR^974 ^9P2"f 07;^ 2 


Seq. 


No. 


187588 


oeq . 


TTi 
1U 


nP-^1-XT l TR3274 32P2f 07b2 


Seq. 
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Seq. 
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Seq. 
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Seq. 
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Seq. 
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Seq. 
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Seq. 
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187593 


Seq. 


ID 
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Seq. 


No. 


187594 


Seq. 


ID 
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Seq. 


No. 


187595 


Seq. 


ID 


-if-a-l-YT TR'3274'39P9rr0fib2 


Seq. 


No. 


187596 


Seq. 


ID 


-if-ai-YT TR^97 4^9P9rr07p 1 


Seq. 


No. 


187597 


Seq. 


ID 


■4P-afYT TR^974*^9P9hni h9 


Seq. 


No. 


187598 


Seq. 


ID 


• r __ 1 _vT TR^974 ^9P9h0fih1 


Seq. 


No. 


187599 


Seq. 


ID 


jC-atXLIB327432P2h08al 


Seq. 


No. 


187600 


Seq. 


ID 


jC-atXLIB327432P2h08bl 
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Seq. 
Seq. 


No. 

ID 


187601 

j C-atXLIB327 4 32 P2h0 9al 


Seq. 
Seq. 


No. 
ID 


187602 

jC-atXLIB327432P2h09b2 


Seq. 
Seq. 


No. 

ID 


187603 

j C-atXLIB327 4 32 P2hl lbl 


Seq. 
Seq. 


No. 

ID 


187604 

jOatXLIB327432P2hl2al 


Seq. 
Seq. 


No. 

ID 


187605 

jC-atXLIB327432P3a04bl 


Seq. 
Seq. 


No. 

ID 


187606 

jC-atXLIB327432P3b01bl 


Seq. 
Seq. 


No. 

ID 


187607 

jC-atXLIB3274 32P3b09al 


Seq. 
Seq. 


No. 
ID 


187608 

jC-atXLIB327432P3c03al 


Seq. 
Seq. 


No. 

ID 


187609 

jC-atXLIB327432P3d02al 


Seq. 
Seq. 


No. 

ID 


187610 

jC-atXLIB327432P3d02bl 


Seq. 
Seq. 


No. 

ID 


187611 

jC-atXLIB327432P3f03al 


Seq. 
Seq. 


No. 

ID 


187612 

jC-atXLIB327432P3f05al 


Seq. 
Seq. 


No. 

ID 


187613 

jC-atXLIB327432P3g08bl 


Seq. 
Seq. 


No. 

ID 


187614 

jC-atXLIB327432P3gl2al 


Seq. 
Seq. 


No. 
ID 


187615 

jC-atXLIB327432P3gl2bl 


Seq. 
Seq. 


No. 

ID 


187616 

jC-atXLIB327432P4a02al 


Seq. 
Seq. 


No. 
ID 


187617 

jC-atXLIB327432P4a04bl 


Seq. 
Seq. 


No. 
ID 


187618 

jC-atXLIB327432P4a08al 


Seq. 
Seq. 


No. 

ID 


187619 

jC-atXLIB327432P4a09al 
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Seq. 
Seq. 


No. 
ID 


187620 

j C-atXLIB327 4 32P4b02bl 


Seq. 
Seq. 


No. 

ID 


187621 

jC-atXLIB327432P4b03bl 


Seq. 
Seq. 


No. 

ID 


187622 

jC-atXLIB327432P4d05bl 


Seq. 
Seq. 


No. 
ID 


187623 

jC-atXLIB327432P4d06al 


Seq. 
Seq. 


No. 

ID 


187624 

jC-atXLIB327432P4d07al 


Seq. 
Seq. 


No. 

ID 


187625 

jC-atXLIB327432P4d07bl 


Seq. 
Seq. 


No. 
ID 


187626 

jC-atXLIB327432P4e03bl 


Seq. 
Seq. 


No. 
ID 


187627 

jC-atXLIB327432P4el0al 


Seq. 
Seq. 


No. 

ID 


187628 

jOatXLIB327432P4el2al 


Seq. 
Seq. 


No. 

ID 


187629 

jC-atXLIB327432P4el2bl 


Seq. 
Seq. 


No. 

ID 


187630 

jC-atXLIB327432P4f05bl 


Seq. 
Seq. 


No. 

ID 


187631 

jC-atXLIB327432P4g07al 


Seq. 
Seq. 


No. 
ID 


187632 

j C-atXLIB327 4 32P4g07bl 


Seq. 
Seq. 


No. 

ID 


187633 

jC-atXLIB327432P4gl2bl 


Seq. 
Seq. 


No, 
ID 


187634 

jC-atXLIB327432P4h05bl 


Seq. 
Seq. 


No. 

ID 


187635 

jC-atXLIB327433Plc06al 


Seq. 
Seq. 


No. 

ID 


187636 

jC-atXLIB327433Plc08bl 


Seq. 
Seq. 


No. 

ID 


187637 

jC-atXLIB327433Plh01al 


Seq. 
Seq. 


No. 
ID 


187638 

j C-atXLIB327 4 33Plh01bl 
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Seq. No. 187639 

Seq. ID jC-atXLIB327433Plh04al 

Seq. No. 187640 

Seq. ID jC-atXLIB327433Plh05bl 

Seq. No. 187641 

Seq. ID jC-atXLIB327433Plh06al 

Seq. No. 187642 

Seq. ID jC-atXLIB327433Plh08bl 

Seq. No. 187643 

Seq. ID jC-atXLIB327433Plh09al 

Seq. No. 187644 

Seq. ID jC-atXLIB327433Plhl0al 

Seq. No. 187645 

Seq. ID jC-atXLIB327433Plhl0bl 

Seq. No. 187646 

Seq. ID jC-atXLIB327433Plhl2bl 

Seq. No. 187647 

Seq. ID jC-atXLIB327433P2a01bl 

Seq. No. 187648 

Seq. ID jC-atXLIB327433P2b06bl 

Seq. No. 187649 

Seq. ID jOatXLIB327433P2f08bl 

Seq. No. 187650 

Seq. ID jC-atXLIB327433P2g07bl 

Seq. No. 187651 

Seq. ID jC-atXLIB327433P2g08bl 

Seq. No. 187652 

Seq. ID jC-atXLIB327433P2g!0bl 

Seq. No. 187653 

Seq. ID jC-atXLIB327433P3a01al 

Seq. No. 187654 

Seq. ID jC-atXLIB327433P3a04bl 

Seq. No. 187655 

Seq. ID jC-atXLIB327433P3a09bl 

Seq. No. 187656 

Seq. ID jC-atXLIB327433P3b03bl 

Seq. No. 187657 

Seq. ID jC-atXLIB327433P3c03al 



25190 



Seq. No. 187658 

Se q. ID jC-atXLIB327433P3c07bl 

Seq. No. 187659 

Seq . ID jC-atXLIB327433P3c09bl 

Seq. No. 187660 

Seq. ID jC-atXLIB327433P3d07bl 

Seq. No. 187661 

Se q. id jC-atXLIB327433P3d08al 

Seq. No. 187662 

Seq. ID jC-atXLIB327433P3dl2al 

Seq. No. 187663 

Seq. ID jC-atXLIB327433P3e06bl 

Seq. No. 187664 

Seq . ID jC-atXLIB327433P3e07al 

Seq. No. 187665 

Seq. ID jC-atXLIB327433P3ellbl 
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jC-atXP98CH2G5T7bl 


Seq. 


No. 


189867 


Seq. 


ID 


iC-atXP98CH2G8T7092dl 


Seq. 


No. 


189868 


Seq. 


ID 


jC-atXP98CH2G8T7bl 


Seq. 


No. 


189869 


Seq . 


ID 


iC-atXP98CH2HHT7 093dl 


Seq. 


No. 


189870 




X u 




Seq. 


No. 


189871 


Si * 


TD 

X U 


nP— ^tXP98PH?H E ST7 04 Sril 
a. L.*\n _7 U n o ± t yuui 


Seq. 


No. 


189872 


Seq. 


ID 


*i C-atXP98CH2H5T7bl 


Seq. 


No. 


189873 




TD 


-iP-atXP9RPH7P1 1 T70fiQH1 


Seq. 


No. 


189874 


Seq. 


ID 


iP-atXP98PH7P1 T7041 HI 


Seq. 


No. 


189875 


Seq . 


ID 


iC-atXP98CH7C4T7bl 


Seq. 


No. 


189876 


Seq. 


ID 


iC-atXP98CH7C6T7057dl 


Seq. 


No. 


189877 


HI * 


TD 


-iP-ptXPQ8PH7P7T7 0 fibril 


Seq. 


No. 


189878 


Seq. 


ID 


iP-atXP98PH7C7T7bl 


Seq. 


No. 


189879 


Seq. 


ID 


jC-atXP98CH7C8T7073dl 


Seq. 


No. 


189880 


Seq. 


ID 


jC-atXP98CH7DHT7bl 



25307 




Seq. 


No. 


189881 


Seq. 


ID 


iC-atXP98CH7D12T7bl 


Seq. 


No. 


189882 


0C4 * 


X U 




Seq. 


No. 


189883 




ID 


iP-at-XP9RPH7ni T7h1 


Seq. 


No. 


189884 


Seq . 


ID 




Seq. 


No. 


189885 






iP-afXP98PR7n4T7n? 6H1 


Seq. 


No. 


189886 




X u 


-1 P — a-|-YPQftPR7n£T , 7n'34H1 
JO aL-ArjOtJl/UOl / UjIUi 


Seq. 


No. 


189887 




TO 
X u 


-i P-si-YPQPPR7n7T7hi1 
J O a. i _? 0 on / u f 1 / Jjl 


Seq. 


No. 


189888 




TD 

X U 


i P-Ai-yPQftPR7nfiT7h1 


Seq. 


No. 


189889 




X u 


jo ct u/^.r .?oori / u_? i r u joui 


Seq. 


No. 


189890 






-i P— a-l- YPQflPR7nQ r P7K1 


Seq. 


No. 


189891 


oeq • 


Tn 
xu 


~iP— afYPQfifH7H1 T7H1 
J O atAr3 0\^n / 11 X I /Ol 


Seq. 


No. 


189892 




Tn 
xu 


-lP-atYPQAPHfial OTTHP^rll 
JO aCAr jOLnOnlZl /UOOul 


Seq. 


No. 


189893 


octj * 


Tn 

X i-J 


tP— a+-YPQPPHft7Al T7H1 4H1 


Seq. 


No. 


189894 




Tn 

xu 


n P— al-YPQflPRft a9T7H9 9H1 
JO aL.Ar3 0LaOn.Zi / UZZQX 


Seq. 


No. 


189895 




Tn 

X u 




Seq. 


No. 


189896 




Tn 
xu 


JO aLAr^OOnOAjl /UjUUI 


Seq. 


No. 


189897 


Corf 


Tn 
xu 


-iP— a-l- YPQSPHQH ^T7 04 £W1 


Seq. 


No. 


189898 


Seq. 


ID 


j C-atXP98CH8A5T7bl 


Seq. 


No. 


189899 


Seq. 


ID 


jC-atXP98CH8A7T7054dl 



25308 




Seq. 


No. 


189900 


Seq. 


ID 


iC-atXP98CH8A9T7bl 


Seq. 


No. 


189901 


Seq. 


ID 


-iP-atXPQfiPHRR9T7h1 


Seq. 


No. 


189902 


Seq. 


ID 


iC-atXP98CH8B4T7015dl 


Seq. 


No. 


189903 


Seq. 


ID 


iC-atXP98CH8B8T704 7dl 


Seq. 


No. 


189904 


Seq . 


ID 


iC-atXP98CH8B8T7bl 


Seq. 


No. 


189905 


Seq . 


ID 


iC-atXP98PH8B9T7bl 


Seq. 


No. 


189906 


Seq. 


ID 


-iP-a1"XP98PHfiP c iT7n71 HI 


Seq. 


No. 


189907 


Seq. 


ID 


iC-atXP98PH8D^T70?4H1 


Seq. 


No. 


189908 


Seq. 


ID 




Seq. 


No. 


189909 


Seq . 


ID 


*iP— sl-YPQftPHRFI 9T7flfiffr11 
Jo a. LAt j 0 oil O .Cj J- ii. X / UOOUl 


Seq. 


No. 


189910 


Seq . 


ID 


n P-a 1-yp Qfi PH RF 4 T7 H ^ fiH 1 


Seq. 


No. 


189911 


Seq. 


ID 


iP-ai-XP98PHRF4T7h1 


Seq. 


No. 


189912 


Seq. 


ID 


iP-af XP9RPHRF.fi T7 07 ?dl 

J v CI U/i. IT (J Oil U ill O J. 1 \J 1 C*\JL±. 


Seq. 


No. 


189913 


Seq, 


ID 


nP— ^-hYPQPQ^nl QT7H1 


Seq. 


No. 


189914 


Seq . 


ID 


-iC-atXP9PQ^E^T7^1 


Seq. 


No. 


189915 


Seq. 


ID 


-iP-at-XPQPQ?F7T7H1 


Seq. 


No. 


189916 


Seq. 


ID 


~iP-^i-ypQPQ7.T7T7Ql 
jo aLAr^ojJLi / J. / o x 


Seq. 


No. 


189917 


Seq. 


ID 


jC-atXTUB4d2 


Seq. 


No. 


189918 


Seq. 


ID 


jC-atXU27fl 



25309 




Seq. 


No. 


189919 


Seq. 


ID 


jOatXU42dl 


Seq. 


No. 


189920 


Seq. 


ID 


jC-atXU46al 


Seq. 


No. 


189921 


Seq. 


ID 


jC-atXU63fl 


Seq. 


No. 


189922 


Seq. 


ID 


jC-atXU95al 


Seq. 


No. 


189923 


Seq. 


ID 


jC-atXmonunil0Ac04al 


Seq. 


No. 


189924 


Seq. 


ID 


j C- a t Xmonuni 1 0 Ac 1 0 a 1 


Seq. 


No. 


189925 


Seq. 


ID 


jC-atXmonunilOAdOlal 


Seq. 


No. 


189926 


Seq. 


ID 


j C-at Xmonuni 1 OAf 0 5 al 


Seq. 


No. 


189927 


Seq. 


ID 


j C- at Xmonuni 1 0 AgO 3 a 1 


Seq. 


No. 


189928 


Seq, 


ID 


j C-atXmonuni 1 0 Ahl 0 a 1 


Seq. 


No. 


189929 


Seq. 


ID 


jC-atXmonunil0Bc03al 


Seq. 


No. 


189930 


Seq. 


ID 


j C- atXmonuni 1 0 BdO 4 a 1 


Seq. 


No. 


189931 


Seq. 


ID 


jC-atXmonunilOBhllal 


Seq. 


No. 


189932 


Seq. 


ID 


jC-atXmonuni!0Db06al 


Seq. 


No. 


189933 


Seq. 


ID 


j C-a tXmonuni2 5Aal Oal 


Seq. 


No. 


189934 


Seq. 


ID 


jC-atXmonuni25Abllal 


Seq. 


No. 


189935 


Seq. 


ID 


j C- atXmonuni 2 5 Ae 0 4 a 1 


Seq. 


No. 


189936 


Seq. 


ID 


jC-atXmonuni25Cf05bl 


Seq. 


No. 


189937 


Seq. 


ID 


jC-atXmonuni25Cg09al 



25310 




Seq. 


No. 


189938 


Seq . 


ID 


iC-atXmonuni25Da02bl 


Seq. 


No. 


189939 


Seq. 


ID 


i C- a tXmonuni 2 5 Da 0 7 a 1 


Seq. 


No. 


189940 


Seq . 


ID 


j C- a tXmonuni 2 5 Da 0 9b 1 


Seq. 


No. 


189941 


Seq. 


ID 


i C-atXmonuni 2 5 Da 1 0 b 1 


Seq. 


No. 


189942 


Seq. 


ID 


i C - at Xm onun i 2 S Db 1 0 b 1 


Seq. 


No. 


189943 


Seq . 


ID 


i C- atXmonuni 2 5 DcO 1 a 1 


Seq. 


No. 


189944 


Seq. 


ID 


iC-atXmonuni25Dc03bl 


Seq. 


No. 


189945 


Seq . 


ID 


"iC-atXmonnni 2SDd04al 


Seq. 


No. 


189946 


Seq . 


ID 


iC-atXmonuni25Dd04bl 


Seq. 


No. 


189947 


Seq. 


ID 


iC-at Xmonuni PSDpOI hi 


Seq. 


No. 


189948 


Seq • 


ID 


"iC— at Xmonun "i ?^np1 Dal 


Seq. 


No. 


189949 


Seq . 


ID 


"i C-a tXmnnnn n P^OpI 1 b1 


Seq. 


No. 


189950 


Seq . 


ID 


~iC— atXmonnni2 SDcrO Sal 


Seq. 


No. 


189951 


Seq. 


ID 


i C-a tXmonuni 2 6AbO 6a 1 


Seq. 


No. 


189952 


Seq. 


ID 


nC-atXmomini 2 6Ae»04a1 


Seq. 


No. 


189953 


Seq . 


ID 




Seq. 


No. 


189954 


Seq. 


ID 


ir-flfYTTinnnni 9 6AH1 1 a1 

_j \^ CL L./ViLLUliLLiIX <£. urilil X a. X 


Seq. 


No. 


189955 


Seq. 


ID 


j C-atXmonuni2 6BcO 4 al 


Seq. 


No. 


189956 


Seq. 


ID 


j C-a tXmonuni 2 6Bc 1 1 al 



25311 



Seq. 


No. 


189957 


Seq. 


ID 


i C-atXmonuni2 6Cf Olal 


Seq. 


No. 


189958 








Seq. 


No. 


189959 


Seq. 


ID 


n C-atXmonuni27Aallal 


Seq. 


No. 


189960 


Seq. 


ID 


i P-atXmonnni27Bf lOal 


Seq. 


No. 


189961 


Seq. 


ID 


"i C- a t Xmonuni 2 7 Bal 0 a 1 


Seq. 


No. 


189962 


Seq. 


ID 


j C— at Xmonuni 2 7 Ca 1 1 a 1 


Seq. 


No. 


189963 


Seq. 


ID 


j C-atXmonuni27Cb05al 


Seq. 


No. 


189964 




TO 


n P— stXmnnnn i ?7Pr07a1 


Seq. 


No. 


189965 


Seq. 


ID 


jC-atXmonuni27Cf05bl 


Seq. 


No. 


189966 


Seq. 


ID 


jC-atXmonuni27Cg06al 



Gossypium hirsutum 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



189967 

0_1.R1039 

g4126472 

BLASTX 

g4126473 

2160 

0.0e+00 

471 

91 

(AB014884) 
hirsutum] 



adenylyl cyclase associated protein [Gossypium 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



189968 
1_1.R1039 

LIB3196-031-P1-M1-B6 

BLASTX 

gl67311 

634 

3.0e-66 

139 

88 

(M83301) 2S albumin storage protein 

189969 
2 1.R1039 



[Gossypium hirsutum] 



25312 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3197-038-Q1-M1-H6 ' 

BLASTX 

g401322 

3143 

0.0e+00 

623 

98 

VACUOLAR ATP SYNTHASE CATALYTIC SUBUNIT A (V-ATPASE 69 KD 
SUBUNIT) >gi | 167313 (L03186) vacuolar H+-ATPase ^catalytic 
subunit [Gossypium hirsutum] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



189970 
2_2.R1039 

LIB3197-059-Q1-M1-H9 

BLASTX 

g3169287 

3142 

0.0e+00 

623 

98 

(AF050673) 
hirsutum] 



vacuolar H+-ATPase catalytic subunit [Gossypium 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



189971 
3_1.R1039 

uC-gsronu33B166a02b2 

BLASTN 

g435038 

440 

0.0e+00 

799 

93 

Gossypium hirsutum proline-rich cell wall protein mRNA, 
complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



189972 

3_2.R1039 

g5044970 

BLASTX 

g451544 

180 

8.0e-13 

111 

62 

(U04267) proline-rich cell wall protein [Gossypium 
barbadense] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



189973 
3_3.R1039 

LIB3166-047-P1-K1-F8 

BLASTX 

g2558654 

178 

1.0e-12 

97 
41 

(AC002354) No definition line found [Arabidopsis thaliana] 



25313 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



189974 
4_1.R1039 

LIB3189-031-P1-K1-F11 

BLASTX 

g232024 

825 

1.0e-119 

210 

100 

PROTEIN E6 >gi| 421806|pir| IA46130 fiber protein - upland 
cotton >gi| 2129498 |pir||S65061 fiber protein E6 (clone 
CKE6-1A) - upland cotton >gi | 167323 (M92051) 5 T start site 
is putative; putative [Gossypium hirsutum] >gi 11000084 
(U30505) E6 [Gossypium hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



189975 

4_2.R1039 

g5046243 

BLASTX 

g2062167 

1160 

1.0e-127 

321 

68 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



189976 
4_3.R1039 

LIB3189-030-P1-K1-H6 

BLASTX 

g2129499 

1082 

1.0e-118 

235 

88 

fiber protein E6 (clone CKE6-4A) - upland cotton 
>gi 1 1000086 (U30506) E6 [Gossypium hirsutum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



189977 
4_4.R1039 

LIB3145-019-Q1-K1-E7 

BLASTX 

g2062167 

566 

5.0e-62 

155 

79 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



189978 
4_5.R1039 

LIB3147-031-Q1-K1-E9 

BLASTX 

g2062167 



25314 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



343 

3.0e-32 

110 

61 

(AC001645) Proline-rich protein APG isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



189979 
4_7.R1039 

LIB3197-005-P1-M1-G4 

BLASTX 

g232024 

381 

1.0e-36 

101 
85 

PROTEIN E6 >gi|421806|pir| IA46130 fiber protein - upland 
cotton >gi | 2129498 |pir | IS65061 fiber protein E6 (clone 
CKE6-1A) - upland cotton >gi 1167323 (M92051) 5 1 start site 
is putative; putative [Gossypium hirsutum] >gi 11000084 
(U30505) E6 [Gossypium hirsutum] 

189980 
5_1.R1039 

LIB3166-021-P1-K1-F10 

BLASTN 

gl67327 

595 

0.0e+00 

595 

100 

Gossypium hirsutum group 4 late embryogenesis-abundant 
protein (Leal 4 -A) mRNA, complete cds 

189981 

6JL.R1039 

gl67338 

BLASTX 

gl26076 

521 

8.0e-53 

102 

100 

LATE EMBRYOGENES I S ABUNDANT PROTEIN D-19 (LEA D-19) 

>gi | 81551 Ipir | IS1922& embryonic abundant protein D-19 - 

upland cotton >gi | 18494 | emb | CAA31593 | (X13205) D-19 Lea 

protein [Gossypium hirsutum] >gi 1167321 (M85261) putative 

desiccation protectant; putative [Gossypium hirsutum] 

>gi 1 167337 (M73752) Lea4-A [Gossypium hirsutum] >gi 1167339 

(M86754) Lea4-A108 protein [Gossypium hirsutum] >gi 1167341 

(M73751) Lea4-D D19 protein [Gossypium hirsutum] >gi| 167343 

(M86753) Lea4-D9 protein [Gossypium hirsutum] 

>gi | 444335 |prf | | 1906384A water stress-related protein 

[Gossypium hirsutum] 

189982 
9 1.R1039 



25315 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



uC-gsf lnu33B0 61f 02bl 

BLASTX 

gl!70747 

474 

2.0e-47 

105 

88 

LATE EMBRYOGENES I S ABUNDANT 



PROTEIN LEAS -A >gi | 167345 



(M88324) late embryogenes is -abundant protein [Gossypium 
hirsutum] >gi 1167347 (M37697) Lea5-A late 
embryogenes is -abundant protein [Gossypium hirsutum] 

189983 
9_3.R1039 

LIB3135-002-Q1-K1-A10 

BLASTX 

gll70747 

293 

3.0e-45 

101 

97 

LATE EMBRYOGENES I S ABUNDANT PROTEIN LEAS -A >gi 1167345 
(M88324) late embryogenes is -abundant protein [Gossypium 
hirsutum] >gi 1167347 (M37697) LeaS-A late 
embryogenesis-abundant protein [Gossypium hirsutum] 

189984 
9_4.R1039 

LIB3048-015-Q1-L1-G11 

BLASTX 

g585550 

297 

1.0e-26 

70 

79 

NADPH-CYTOCHROME P450 REDUCTASE (CPR) >gi 1295448 (L07843) 
NADPH cytochrome P450 [Vigna radiata] 

189985 
13J..R1039 

LIB3196-056-P1-M1-B7 

BLASTX 

g3915742 

2131 

0.0e+00 

509 

82 

LEGUMIN A PRECURSOR (BETA-GLOBULIN) (LEGA-C94) >gi | 167319 
(M69188) legumin A [Gossypium hirsutum] 

>gi|444320|prf M1906369A legumin A:ISOTYPE=D alloallele 
[Gossypium hirsutum] 

189986 

14JL.R1G39 

g437326 

BLASTX 

g437327 



25316 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



1461 

1.0e-163 

294 
93 

(L04497) MYB A; putative [Gossypium hirsutum] 



189987 
14_2.R1039 

uC-gsronu33B136f03bl 

BLASTX 

g437327 

799 

6.0e-91 

218 

79 

(L04497) MYB A; putative 



[Gossypium hirsutum] 



189988 
15J..R1039 

LIB3196-057-P1-M1-F7 

BLASTX 

g266691 

593 

3.0e-61 

154 

78 

OLEOSIN 16.4 KD >gi 1167361 
[Gossypium hirsutum] 



(L00934) 16.4 kDa oleosin 



189989 

16_1.R1039 

gl67362 

BLASTX 

g266690 

655 

2.0e-68 

168 

78 

OLEOSIN 18.2 KD >gi 1167363 (L00935) 18.2 
[Gossypium hirsutum] >gi 1167365 (L00936) 
[Gossypium hirsutum] 

189990 
17JL.R1039 

LIB3272-026-P1-K1-A7 

BLASTX 

gl67367 

1582 

1.0e-177 

332 
91 

(L08199) peroxidase [Gossypium hirsutum] 

189991 
17_2.R1039 

LIB3166-037-P1-K1-E7 
BLASTX 



kDa oleosin 
18.2 'kDa oleosin 



25317 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3822223 
387 

2.0e-37 

83 
83 

(AF077955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 

189992 
17_5.R1039 

LIB3148-059-Q1-K1-G4 

BLASTN 

gl67366 

223 

1.0e-122 

339 

93 

Gossypium hirsutum peroxidase mRNA, complete cds 

189993 
18_1.R1039 

LIB3196-045-P1-M1-C4 

BLASTX 

gl26156 

2096 

0.0e+00 

516 

81 

LEGUMIN B PRECURSOR (BETA-GLOBULIN B) (LEGB-C134) 
>gi I 72288 | pir | | FWCNBB beta-globulin B precursor (clone 134) 
- upland cotton >gi 1167373 (M16936) vicilin precursor 
[Gossypium hirsutum] >gi 11171335 (U43727) legumin B 
[Gossypium hirsutum] >gi | 225582 | prf | | 1306412C storage 
protein C134 [Saguinus oedipus] 

189994 
19_1.R1039 

LIB3196-036-P1-M1-B11 

BLASTX 

gl37580 

2027 

0.0e+00 

589 

70 

VICILIN PRECURSOR (ALPHA- GLOBULIN B) (CLONE C72) 
>gi I 72286 | pir | | FWCNAB alpha-globulin B precursor (clone 
C72) - upland cotton >gi 1167375 (M16891) vicilin precursor 
[Gossypium hirsutum] 

189995 
19_2.R1039 

LIB3196-050-P1-M1-H6 

BLASTX 

gl25080 

1053 

1.0e-120 
233 



25318 



% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



97 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 14) (K14) (CK 
14) >gi 1 2144816 1 pir | IKRHUE keratin, 5 OK type I cytoskeletal 
- human >gi 1386848 (J00124) keratin [Homo sapiens] 
>gi I 4504913 1 ref | NP__000517. 1 |pKRT14 | keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 

189996 
19_3.R1039 

LIB3196-034-P1-M1-A1 

BLASTX 

gl37578 

798 

2.0e-85 

236 
65 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 
>gi I 81545 |pir | (S06398 alpha-globulin type A precursor - 
upland cotton >gi 1167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi 1207906 (M18027) alpha globulin A 
[Artificial gene] >gi | 226119 | prf | I1410330A vicilin gene A 
[Saguinus oedipusj 

189997 
19_4.R1039 

LIB3196-014-P1-M1-G4 

BLASTX 

gl37578 

1439 

1.0e-160 

361 

79 

VICILIN PRECURSOR (ALPHA-GLOBULIN A) (CLONE GC72-A) 
>gi I 81545 Ipir | | S06398 alpha-globulin type A precursor - 
upland cotton >gi | 167371 (M19378) vicilin precursor 
[Gossypium hirsutum] >gi 1207906 (M18027) alpha globulin A 
[Artificial gene] >gi | 226119 | prf || 14 10330A vicilin gene A 
[Saguinus oedipus] 

189998 
19_5.R1039 

LIB3196-024-P1-M1-D4 

BLASTX 

gl363944 

1159 

1.0e-127 

283 

89 

type I keratin 16 - human >gi 1 1195531 |bbs 1 172338 (S79867) 
type I keratin 16, K16 [human, epidermal keratinocytes, 
Peptide, 473 aa] [Homo sapiens] 

189999 
19_6.R1039 

LIB3196-014-P1-M1-E10 

BLASTX 

g280816 



25319 



BLAST score 


• 

930 


E value 


1.0e-100 


Match length 


187 


% identity 


99 


NCBI Description 


keratin 13, 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



rpe I, cytoskeletal, short form - human 
>gi|30377|emb|CAA36673| (X52426) cytokeratin 13 [Homo 
sapiens] >gi 13603253 (AF049259) keratin 13 [Homo sapiens] 
>gi | 4504911 1 ref | NP_002265 . 1 1 pKRT13 | keratin 



190000 
19_9.R1039 

LIB3196-013-P1-M1-G1 

BLASTN 

g4504912 

378 

0.0e+00 

544 

96 

Homo sapiens keratin 14 
Dowling-Meara, Koebner) 



(epidermolysis bullosa simplex, 
(KRT14) mRNA 



190001 

19JL1.R1039 

LIB3196-022-P1-M1-F4 

BLASTX 

gl25080 

557 

3.0e-91 

234 
80 

KERATIN, TYPE I CYTOSKELETAL 14 (CYTOKERATIN 14) (K14) (CK 
14) >gi|2144816|pir||KRHUE keratin, 50K type I cytoskeletal 
- human >gi 1386848 (J00124) keratin [Homo sapiens] 
>gi | 4504913 | ref | NP_000517 . 1 | pKRT14 | keratin 14 
(epidermolysis bullosa simplex, Dowling-Meara, Koebner) 

190002 

19_14.R1039 

LIB3196-034-P1-M1-G9 

BLASTX 

g547751 

835 

1.0e-89 

177 
94 

KERATIN, TYPE I CYTOSKELETAL 17 (CYTOKERATIN 17) (K17) (CK 
17) (39.1) (VERSION 1) >gi | 422802 | pir || S30433 keratin 17, 
cytoskeletal - human >gi | 30379 | emb | CAA7 9626 | (Z19574) 
cytokeratin 17 [Homo sapiens] >gi | 34075 | emb | CAA44451 | 
(X62571) keratin related product [Homo sapiens] 
>gi | 4557701 | ref | NP_000413. 1 |pKRT17 | keratin 

190003 
24J..R1039 

LIB3135-047-Q1-K1-A4 

BLASTX 

gl26075 



25320 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -mo st EST 



335 

3.0e-31 

143 

50 

LATE EMBRYOGENES I S ABUNDANT PROTEIN D-113 (LEA D-113) 
>gi| 81550 Ipir | [S04044 embryonic abundant protein D-113 - 
upland cotton >gi | 184 92 | emb | CAA31590 | (X13202) D-113 Lea 
protein [Gossypium hirsutum] >gi | 226553 | prf | | 1601521C Lea 
D-113 gene [Saguinus oedipus] 



190004 
25JL.R1039 

LIB3165-037-P1-K1-G2 

BLASTX 

g4468153 

601 

1.0e-73 

181 

75 

(AJ132000) sucrose synthase 



[Craterostigma plantagineum] 



190005 
26JL.R1039 

LIB3189-005-P1-K1-C8 

BLASTX 

g2244732 

1465 

1.0e-163 

265 

100 

(D88413) endo-xyloglucan transferase 



[Gossypium hirsutum] 



190006 
27_1.R1039 

uC- gs f lmaxxa 055dl0bl 

BLASTX 

gl669387 

1539 

0.0e+00 

376 

93 

(U41998) actin 2 [Arabidopsis thaliana] 



190007 

27_2.R1039 

g5045598 

BLASTX 

g3420239 

1647 

0.0e+00 

373 

90 

(AF059484) 



actin [Gossypium hirsutum] 



190008 
27_3.R1039 

uC-gsflnu33B132h09bl 



25321 




Method 


BLASTX 


NCBI GI 

X* \*> XJ -X \J X, 


all68324 

u X X> V w **** ~ E 


BLAST score 


710 


E value 


6.0e-84 
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XJ X> J-*? ^ X w — / w i ^ X X JL v X J-y X X. 


Method 


BLASTX 

XJ iJiHJ X 


NCBI GI 


g3420239 


BLAST score 


771 


TP. V3 1 HP 


1 Oe-158 


Ma fph 1 on /t4~ h 

lid uon xeny uii 
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?; ident i t v 
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NCBI GI 


g2244734 


BLAST score 
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E value 
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NCBI Descrintion 


OXYGEN- EVOLVING ENHANCER PROTEIN 3 PRECURSOR (0EE3) (16 KD 




SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PH0T0SYSTEM II) 




>gi I 81480 |pir | | S00008 photosystem II oxygen-evolving 




complex protein 3 precursor - spinach 




>gi| 755802 | emb | CAA29056 | (X05512) 16 kDa protein of the 




photosynthetic oxygen- evolving protein (0EC) [Spinacia 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



oleracea] >gi | 225597 |prf| | 1307179B luminal protein 16kD 
[Spinacia oleracea] 

190013 
27__8.R1039 

LIB3272-003-P1-K1-C4 

BLASTX 

g461465 

717 

5.0e-76 

137 

98 

ACT IN >gi|322751|pir||S31933 actin - common tobacco 
>gi|22609|emb|CAA45149| (X63603) actin [Nicotiana tabacum] 

190014 
27_9.R1039 

LIB3120-010-Q1-K1-C1 

BLASTX 

gl31397 

359 

5.0e-34 

151 

56 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 
>gi I 81480 |pir | | S00008 photosystem II oxygen-evolving 
complex protein 3 precursor - spinach 

>gi|755802|emb|CAA29056| (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 
oleracea] >gi|225597 |prf | | 1307179B luminal protein 16kD 
[Spinacia oleracea] 

190015 

27_10.R1039 

LIB3165-011-P1-K1-G2 

BLASTX 

gl703129 

67 9 

1.0e-71 

127 
99 

ACTIN 11 >gi|2129522|pir| IS68109 actin 11 - Arabidopsis 
thaliana >gi 11002533 (U27981) actin-11 [Arabidopsis 
thaliana] 

190016 

27__11.R1039 

uC-gsflnu33B029hl2bl 

BLASTX 

gl703129 

654 

1.0e-68 

124 

100 

ACTIN 11 >gi|2129522|pir| IS68109 actin 11 - Arabidopsis 
thaliana >gi 11002533 (U27981) actin-11 [Arabidopsis 



25323 



thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190017 

27_13.R1039 

g5049938 

BLASTX 

g3980383 

360 

6.0e-34 

83 

78 

(AC004561) unknown protein [Arabidopsis thaliana] 

190018 

27__14.R1039 

LIB3145-007-Q1-K1-A1 

BLASTX 

g3980383 

354 

1.0e-33 

76 
83 

(AC004561) unknown protein [Arabidopsis thaliana] 

190019 

27_15.R1039 

LIB3147-006-Q1-K1-H4 

BLASTN 

g2244733 

161 

3.0e-85 

358 

86 

Cotton mRNA for actin, clone CF456, partial cds 

190020 

27JL6.R1039 

LIB3272-015-P1-K1-B9 

BLASTX 

gl703108 

568 

1.0e-58 

104 

100 

ACTIN 2/7 >gi|2129525|pir| IS71210 actin 2 - Arabidopsis 
thaliana >gi | 2129528 |pir| I S68107 actin 7 - Arabidopsis 
thaliana >gi 11049307 (U37281) actin-2 [Arabidopsis 
thaliana] >gi 11943863 (U27811) actin7 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



190021 

27_JL7.R1039 

LIB3147-040-Q1-K1-G11 

BLASTX 

g3219769 

338 

5.0e-51 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



137 
83 



ACT IN 42 >gi 1 1498380 (U60488) actin [Solanum tuberosum] 



190022 

27J.8.R1039 

LIB3165-022-P1-K1-C4 

BLASTX 

gl666234 

333 

4.0e-31 

66 

97 

(U76193) actin [Pisum sativum] 
[Pisum sativum] 



>gi 1 1724143 (U81049) actin 



190023 

27__25.R1039 

LIB3149-055-Q1-K1-F4 

BLASTX 

g4139264 

267 

4.0e-23 

59 

92 

(AF111812) actin [Brassica napus] 

190024 

27_28.R1039 

LIB3165-001-Q1-K1-A3 

BLASTX 

gl31397 

314 

1.0e-28 

126 
57 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (OEE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 
>gi I 81480 Ipir | [ S00008 photosystem II oxygen-evolving 
complex protein 3 precursor - spinach 

>gi|755802|emb|CAA290561 (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 
oleracea] >gi | 225597 | prf | | 1307179B luminal protein 16kD 
[Spinacia oleracea] 

190025 

27_31.R1039 

LIB3197-053-Q1-M1-C4 

BLASTX 

g2244734 

284 

3.0e-25 

57 

95 

(D88414) actin [Gossypium hirsutum] 



Seq. No. 



190026 



25325 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27_33.R1039 

LIB3147-010-Q1-K1-G12 

BLASTX 

gll68322 

317 

2.0e-29 

63 

97 

ACT IN 71 >gi| 21538 |emb|CAA39279| 
tuberosum] 



(X55750) actin [Solanum 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



190027 
28JL.R1039 

LIB3197-005-P1-M1-H6 

BLASTX 

g2811278 

1132 

1.0e-124 

247 

85 

(AF043284) expansin [Gossypium hirsutum] 

190028 
28__2.R1039 

LIB3189-001-P1-K1-H6 

BLASTN 

g2244735 

596 

0.0e+00 

752 

95 

Cotton mRNA for expansin, clone CF631, partial cds 



190029 

29_1.R1039 

g2244737 

BLASTX 

g2244738 

1351 

1.0e-150 

266 

100 

(D88416) endo-l f 3-beta-glucanase 



[Gossypium hirsutum] 



190030 
30_5.R1039 

LIB3147-032-Q1-K1-D4 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



190031 
30_6.R1039 

LIB3196-009-P1-M1-E4 

BLASTX 

g2196542 

169 

5.0e-12 

45 

73 



25326 



NCBI Description (AF001894) glycine-rich protein [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190032 

30J7.R1039 

g5050302 

BLASTX 

g3342249 

285 

1.0e-25 

82 
68 

(AF047719) 
(AF047720) 



GA3 [Arabidopsis thaliana] >gi 13342251 
GA3 [Arabidopsis thaliana] 



190033 
30_8.R1039 

LIB3147-032-Q1-K1-G11 

BLASTX 

g232274 

361 

6.0e-36 

124 

66 

17.6 KD CLASS II HEAT SHOCK PROTEIN >gi | 71499 | pir | | HHMU17 
heat shock protein 17.6-II - Arabidopsis thaliana 
>gi|16338|emblCAA45039| (X63443) heat shock protein 17.6-II 
[Arabidopsis thaliana] 

190034 

30_9.R1039 

g5049426 

BLASTX 

gll68195 

599 

5.0e-62 

155 

77 

14-3-3-LIKE PROTEIN >gi | 478595 | pir | | S20580 protein kinase C 
inhibitor homolog - Hooker's evening primrose 
>gi|20062|emb|CAA44642| (X62838) protein kinase C inhibitor 
homologue [Oenothera elata subsp. hooker i] 

190035 

30_10.R1039 

LIB3145-045-Q1-K1-C2 

BLASTX 

gl351988 

710 

3.0e-75 

158 

84 

ASPARAGINE SYNTHETASE ( GLUTAMINE-HYDROLYZ ING ) 

( GLUT AMI NE - DE PENDENT ASPARAGINE SYNTHETASE) 
>gi 1 1084354 |pir | | S52387 asparagine synthase 

(glutamine-hydrolyzing) (EC 6.3.5.4) - wild cabbage 
>gi | 669057 | emb I CAA59138 | (X84448) asparagine synthase 

(glutamine-hydrolysing) [Brassica oleracea] 



25327 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190036 

30JL1.R1039 

LIB3145-045-Q1-K1-D6 

BLASTN 

g3132674 

138 

1.0e-71 

454 

83 

Elaeagnus umbellata asparagine synthetase (AS) mRNA, 
complete cds 

190037 

30_12.R1039 

uC-gsflmaxxa048g06bl 

BLASTX 

g3355468 

540 

3.0e-55 

123 

90 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



190038 

30_13.R1039 

LIB3148-028-Q1-K1-G6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



190039 

30JL4.R1039 

LIB3197-034-Q1-M1-E10 

BLASTX 

gl916613 

196 

9.0e-15 

96 
51 

(U62029) acetyl-CoA carboxylase [Arabidopsis thaliana] 

190040 

30_15.R1039 

LIB3272-030-P1-K1-C8 

BLASTX 

g2244740 

403 

4.0e-39 

92 

82 

(D88417) endo-1, 4-beta-glucanase [Gossypium hirsutum] 

190041 

30_16.R1039 

uC-gsflmaxxa096f09bl 

BLASTX 

gl350707 

217 



25328 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig, ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



1.0e-17 

52 

75 

60S RIBOSOMAL PROTEIN L29 >gi i 539923 | pir || JC2012 ribosomal 
protein 17K - mouse >gi I 404766 (L08651) ribosomal protein 
[Mus musculus] 

190042 

30_17.R1039 

LIB3120-008-Q1-K1-G9 

BLASTX 

g730463 

315 

9.0e-29 

105 

58 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi|630323|pir||S44069 ribosomal protein L35a.e.cl5 - yeast 
(Saccharomyces cerevisiae) >gi 1484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi|1420537|emb|CAA99454| (Z75142) ORF Y0R234c 
[Saccharomyces cerevisiae] 

190043 

30J.8.R1039 

LIB3145-035-Q1-K1-E5 

BLASTX 

g3176668 

460 

6.0e-46 

102 

84 

(AC004393) Similar to ribosomal protein L17 gb 1X62724 from 
Hordeum vulgare. ESTs gb|Z34728, gb|F19974, gb|T75677 and 
gb|Z33937 come from this gene. [Arabidopsis thaliana] 

190044 

30JL9.R1039 

uC-gsronu33B058a04bl 

BLASTX 

gl350707 

121 

2.0e-12 

52 

70 

60S RIBOSOMAL PROTEIN L29 >gi | 539923 | pir | | JC2012 ribosomal 
protein 17K - mouse >gi 1404766 (L08651) ribosomal protein 
[Mus musculus] 

190045 

30_20.R1039 

uC-gsflmaxxa005e05bl 

190046 
30_21.R1039 
LIB3272-034-P1-K1-A4 
BLASTX 



25329 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g!813335 
470 

8.0e-72 

223 

62 

(AB000703) phosphomannomutase [Schizosaccharomyces pombe] 

190047 

30_22.R1039 

LIB3189-004-P1-K1-C4 

BLASTX 

g730526 

397 

3.0e~38 

194 

35 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 
>gi|480787|pir||S37271 ribosomal protein L13 - Arabidopsis 
thaliana >gi | 404166 1 emb | CAA53005-I (X75162) BBC1 protein 
[Arabidopsis thaliana] 

190048 

30_23.R1039 

LIB3147-005-Q1-K1-D12 

BLASTX 

g730450 

608 

2.0e-72 

181 

76 

60S RIBOSOMAL PROTEIN L13-2 (COLD INDUCED PROTEIN C24B) 
>gi|480649|pir| IS37134 cold-induced protein BnC24B - rape 
>gi|398922|emb[CAA80343| (Z22620) cold induced protein 
(BnC24B) [Brassica napus] 

190049 

30_24.R1039 

LIB3272-052-P1-K1-D8 

BLASTX 

g730526 

805 

4.0e-86 

193 

78 

60S RIBOSOMAL PROTEIN L13 (BBC1 PROTEIN HOMOLOG) 
>gi|480787|pir| IS37271 ribosomal protein L13 - Arabidopsis 
thaliana >gi | 404166 | emb | CAA53005 | (X75162) BBC1 protein 
[Arabidopsis thaliana] 

190050 

30_25.R1039 

uC-gsflnu33B060e07bl 

BLASTX 

g2244740 

1410 

1.0e-157 
324 



25330 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



83, 

(D88417) endo-1, 4-beta-glucanase [Gossypium hirsutum] 

190051 

30_26.R1039 

uC-gsronu33B015b08bl 

BLASTX 

g!32964 

212 

8.0e-17 

52 
73 

60S RIBOSOMAL PROTEIN L29 (P23) >gi | 71376 | pir | | R6RT43 
ribosomal protein RL43 - rat >gi | 57145 | emb | CAA4314 6 | 
(X60744) ribosomal protein [Rattus norvegicus] 
>gi I 312208 |emb|CAA483441 (X68283) rat ribosomal protein L29 
[Rattus norvegicus] 

190052 

30_27.R1039 

LIB3048-054-Q1-L1-A3 

BLASTX 

gl086252 

839 

8.0e-90 

305 

55 

sucrose cleavage protein - Potato >gi | 707001 | bbs | 157931 
(S74161) sucrolytic enzyme /ferredoxin homolog [Solanum 
tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190053 

30_28.R1039 

g3326440 

BLASTX 

g3386615 

161 

2.0e-10 

40 

72 

(AC004665) putative phosphomannomutase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190054 

30_29.R1039 

LIB3189-040-P1-K1-H10 

BLASTN 

g2687433 

81 

2.0e-37 

117 

92 

Tragopogon dubius large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 



190055 



25331 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30_30.R1039 

uC-gsflnu33B018fl2bl 

BLASTX 

g730463 

246 

1.0e-21 

97 
59 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP47) 

>gi I 630323 Ipir | | S44069 ribosomal protein L35a.e.cl5 - yeast 
(Saccharomyces cerevisiae) >gi 1484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi|1420537jemb[CAA99454| (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 



Seq. No. 


190056 


Contig ID 


30 31.R1039 


5' -most EST 


LIB3U4o-uzz-Ql-Ll-Co 


Method 




NCBI GI 


»1 once yi ft 

gl305549 


BLAST score 


510 


E value 


1.0e-129 


Match length 


291 


% identity 


83 


NCBI Description 


(U55874) asparagine synthet 


Seq. No. 


190057 


Contig ID 


30 32.R1039 


5 '-most EST 


g5050651 


Seq. No. 


lyuooo 


L-onuxg iu 




5' -most EST 


LIB3147-034-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gll68196 


BLAST score 


1058 


E value 


1.0e-115 


Match length 


256 


% identity 


85 


NCBI Description 


14-3-3-LIKE PROTEIN >gi|555 




[Pisum sativum] 


Seq. No. 


190059 


Contig ID 


30 34.R1039 


5' -most EST 


LIB3149-013-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g730463 


BLAST score 


178 


E value 


3.0e-25 


Match length 


105 


% identity 


54 


NCBI Description 


60S RIBOSOMAL PROTEIN L37B 



(U15036) 14-3-3-like protein 



,37) (RP47) 

>gi I 630323 Ipir | | S44069 ribosomal protein L35a.e.cl5 - yeast 
(Saccharomyces cerevisiae) >gi 1484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi|1420537|emb[CAA99454| (Z75142) ORF YOR234c 
[Saccharomyces cerevisiae] 



25332 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190060 

30_35.R1039 

uC-gsronu33Bllle05bl 

BLASTX 

g3355468 

305 

4.0e-4 6 

123 

73 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 

190061 

30_36.R1039 

LIB3083-002-Q1-L1-H5 

BLASTX 

g3513727 

842 

1.0e-135 

339 
54 

(AF080118) contains similarity to TPR domains (Pfam: 
TPR.hmm: score: 11.15) and kinesin motor domains (Pfam: 
kinesin2.hmm, score: 17.4 9, 20.52 and 10.94) [Arabidopsis 
thaliana] >gi | 4539358 | emb | CAB40052 . 1 | (AL049525) putative 
protein [Arabidopsis thaliana] 

190062 

30__37.R1039 

LIB3272-055-P1-K1-A11 

BLASTX 

g629483 

187 

6.0e-18 

118 

47 

gene 1-Sc3 protein - European white birch 

>gi|534898|emb|CAA54696| (X77601) 1 Sc-3 [Betula pendula] 
>gi 1 1584322 Iprf | I2122374C allergen Bet v 1-Sc3 [Betula 
pendula] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



190063 

30_38.R1039 

uC-gsronu33Bl 64 f 02b2 

BLASTX 

g2414158 

211 

2.0e-16 

148 

39 

(Z72436) major allergen Bet v 

190064 

30_39.R1039 

g5048902 



1 [Betula pendula] 



25333 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190065 

30_40.R1039 

uC-gsronu33B016al2bl 

BLASTX 

g3821280 

1123 

1.0e-154 

327 
77 

(AJ009952) 
vulgaris] 



asparagine synthetase type II [Phaseolus 



190066 

30_41.R1039 

LIB3147-037-Q1-K2-E7 

BLASTX 

g730449 

428 

8.0e-79 

193 

75 

60S RIBOSOMAL PROTEIN L13-1 (COLD INDUCED PROTEIN C24A) 
>gi| 480647 Ipiri IS37132 ribosomal protein L13.A - rape 
>gi|398918|emb|CAA80341| (Z22618) cold induced protein 
(BnC24A) [Brassica napus] 

190067 

30_42.R1039 

LIB3135-046-Q1-K1-F2 

BLASTX 

g629483 

224 

6.0e-38 

159 

55 

gene 1-Sc3 protein - European white birch 
>gi|534898|emb|CAA54696| (X77601) 1 Sc-3 [Betula pendula] 
>gi 1 1584322 |prf | (2122374C allergen Bet v 1-Sc3 [Betula 
pendula] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



190068 

30^43. R1039 

uC-gsflnu33B005d09bl 

BLASTX 

g2267567 

266 

1.0e-29 

81 

80 

(AF009003) glycine-rich RNA binding protein 1 [Pelargonium 
x hortorum] >gi 12267569 (AF009004) glycine-rich RNA binding 
protein 2 [Pelargonium x hortorum] 

190069 
30_44.R1039 
LIB3120-026-Q1-K1-B2 
BLASTX 



25334 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!781348 
837 

1.0e-151 

349 

82 

(Y10380) homologous to plastidic aldolases [Solanum 
tuberosum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



190070 

30_45.R1039 

LIB3189-017-P1-K1-A1 

BLASTN 

g2687434 

452 

O.Oe+00 

786 

91 

Eucryphia lucida large subunit 26S ribosomal RNA gene, 
partial sequence 

190071 

30_46.R1039 

uC-gsflnu33B022f03bl 

BLASTX 

gl928981 

781 

2.0e-83 

188 

86 

(U92651) 
oleracea 



tonoplast intrinsic protein bobTIP26-l 
var. botrytis] 



[Brassica 



190072 

30__47.R1039 

uC-gsronu33B145b03bl 

BLASTX 

g3901018 

91 

9.0e-ll 

128 

51 

(AJ130889) 
sylvatica] 



stress and pathogenesis-related protein [Fagus 



190073 

30_48.R1039 

g5050645 

BLASTX 

gl545805 

359 

3.0e-33 

246 

46 

(D64052) cytochrome P450 likeJTBP [Nicotiana tabacum] 

190074 

32 1.R1039 



25335 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seg. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-007-P1-K1-D8 

BLASTX 

gl345674 

2691 

0.0e+00 

492 

100 

CATALASE ISOZYME 1 >gi | 99598 | pir | | S10770 catalase (EC 
1.11.1.6) - upland cotton >gi | 18484 | emb | CAA36380 | (X52135) 
catalase subunit 1 {AA 1-492) [Gossypium hirsutum] 

190075 
32_2.R1039 

LIB3166-005-P1-K1-A8 

BLASTX 

gl345674 

530 

1.0e-113 

241 

87 

CATALASE ISOZYME 1 >gi | 99598 | pir | | S10770 catalase (EC 
1.11.1.6) - upland cotton >gi | 18484 | emb | CAA36380 | (X52135) 
catalase subunit 1 {AA 1-492) [Gossypium hirsutum] 

190076 

33JL.R1039 

gl8485 

BLASTX 

gll3029 

2875 

0.0e+00 

576 

95 

ISOCITRATE LYASE (ISOCITRASE) ( ISOCITRATASE) (ICL) 
>gi| 68209|pir| IWZCNIU isocitrate lyase (EC 4.1.3.1) - 



upland cotton >gi 1 18486 | emb | CAA36381 1 
lyase (AA 1-576) [Gossypium hirsutum] 



(X52136) isocitrate 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



190077 
34JL.R1039 

LIB3165-007-P1-K1-H12 

BLASTX 

g231688 

2684 

0.0e+00 

492 

100 

CATALASE ISOZYME 2 >gi | 99599 | pir | | S174 93 catalase 
1.11.1.6) - upland cotton >gi | 18488 | emb | CAA39998 | 
subunit 2 of cotton catalase [Gossypium hirsutum] 

190078 
34_3.R1039 

LIB3165-021-P1-K1-A11 

BLASTX 

g231688 

298 



(EC 

(X56675) 



25336 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
-Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-27 

57 

100 

C AT ALAS E ISOZYME 2 >gi | 99599 [ pir | | S17493 catalase (EC 
1.11.1.6) - upland cotton >gi | 18488 | emb | CAA39998 | (X56675) 
subunit 2 of cotton catalase [Gossypium hirsutum] 

190079 

36_1.R1039 

gl8506 

BLASTX 

gl26770 

3014 

0.0e+00 

567 

100 

MALATE SYNTHASE, 
synthase (EC 4.1 
>gi|18507 | emb | CAA36546 
[Gossypium hirsutum] 



GLYOXYSOMAL >gi | 68218 | pir | | SYCNMU malate 
3.2) - upland cotton 

(X52305) malate synthase (AA 1-567) 



190080 
37_1.R1039 

LIB3196-021-P1-M1-G7 

BLASTX 

g2578033 

2081 

0.0e+00 

385 

98 

(X97016) omega-6 desaturase 



[Gossypium hirsutum] 



190081 
38_1.R1039 

LIB3147-003-Q1-K1-G8 

BLASTX 

gll73209 

737 

3.0e-78 

145 

99 

40S RIBOSOMAL PROTEIN S16 >gi | 541835 | pir | | S41193 ribosomal 
protein S16 protein - upland cotton 

>gi I 439654 | emb | CAA53567 i (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 



190082 
38_2.R1039 

LIB3196-041-P1-M1-B3 

BLASTX 

gl702983 

351 

8.0e-33 

110 

59 

AUXIN-REPRESSED 12.5 
hypothetical protein 



KD PROTEIN >gi| 99855 Ipir | IS11850 
- garden strawberry 



25337 




>gi | 22573 | eiab i CAA36676 1 (X52429) 12.5 kDa protein [Fragaria 
x ananassa] >gi 1 927034 (L44142) auxin-repressed protein 
[Fragaria ananassa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190083 
38_3.R1039 

uC-gsflmaxxa097b09bl 

BLASTX 

gll73209 

470 

2.0e-66 

143 

95 

40S RIBOSOMAL PROTEIN S16 >gi | 541835 | pir | | S41193 ribosomal 
protein S16 protein - upland cotton 

>gi| 439654 |emb|CAA53567| (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190084 
38_4.R1039 

uC-gsflnu33B078d05bl 

BLASTX 

gl!73209 

559 

1.0e-57 

118 
96 

40S RIBOSOMAL PROTEIN S16 >gi | 541835 I pir I IS41193 ribosomal 
protein S16 protein - upland cotton 

>gi|439654|emb|CAA53567| (X75954) RS16 protein, 40S subunit 
[Gossypium hirsutum] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190085 
38J7.R1039 

LIB3083-105-Q1-L1-D10 

BLASTX 

g2995990 

168 

4.0e-14 

116 

48 

(AF05374 6) dormancy-associated protein [Arabidopsis 
thaliana] >gi 12995992 (AF053747) dormancy-associated 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190086 
39_1.R1039 

LIB3196-044-P1-M1-G2 

BLASTN 

g407800 

414 

0.0e+00 

428 

100 

G. hirsutum mRNA for ribosomal protein 41, large subunit 
(RL41) 



25338 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190087 

40_1.R1039 

g5045577 

BLASTX 

gll73256 

1214 

1.0e-134 

256 
92 

40S RIBOSOMAL PROTEIN S4 >gi | 62 9496 | pir | | S45026 ribosomal 
protein S4 - upland cotton >gi | 488739 | emb | CAA55882 | 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 

190088 

40_2.R1039 

g5048270 

BLASTX 

gl!73256 

1141 

1.0e-125 

256 

87 

40S RIBOSOMAL PROTEIN S4 >gi | 629496 | pir | IS45026 ribosomal 
protein S4 - upland cotton >gi | 488739 | emb | CAA55882 | 

(X79300) ribosomal protein, small subunit 4e (RS4e) 

[Gossypium hirsutum] 

190089 
40_3.R1039 

LIB3196-006-P1-M1-C4 

BLASTX 

gll73256 

967 

1.0e-105 

206 

91 

40S RIBOSOMAL PROTEIN S4 >gi | 629496 | pir || S45026 ribosomal 
protein S4 - upland cotton >gi | 488739 | emb | CAA55882 | 

(X79300) ribosomal protein, small subunit 4e (RS4e) 

[Gossypium hirsutum] 

190090 
40_5.R1039 

LIB3146-047-Q1-K1-A12 

BLASTX 

gll73256 

381 

1.0e-36 

97 

80 

40S RIBOSOMAL PROTEIN S4 >gi | 6294 96 | pir | | S45026 ribosomal 
protein S4 - upland cotton >gi I 488739 I emb | CAA55882 | 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 



Seq. No. 



190091 



25339 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



40_6.R1039 

uC-gsronu33B058c06bl 

BLASTX 

gll73256 

529 

4.0e-54 

101 

100 

40S RIBOSOMAL PROTEIN S4 >gi | 629496 | pir | IS45026 ribosomal 
protein S4 - upland cotton >gi | 488739 | emb | CAA55882 | 
(X79300) ribosomal protein, small subunit 4e (RS4e) 
[Gossypium hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



190092 
41_1.R1039 

LIB3147-005-Q1-K1-G12 

BLASTX 

g3915031 

2050 

0.0e+00 

396 

99 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi 1 1217 628 | emb | CAA65232 | 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

190093 
41_2.R1039 

LIB3146-047-Q1-K1-B3 

BLASTX 

g3915031 

1220 

1.0e-134 

271 
85 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi 1 1217628 | emb | CAA65232 ] 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

190094 
41_4.R1039 

LIB3083-063-Q1-L1-B9 

BLASTX 

g3915031 

661 

2.0e-77 

177 

84 

ACYL- [ACYL-CARRIER PROTEIN] DESATURASE PRECURSOR 
(STEAROYL-ACP DESATURASE) >gi | 1217 628 | emb | CAA65232 | 
(X95988) delta 9 stearoyl- [acyl-carrier protein] desaturase 
[Gossypium hirsutum] 

190095 

41 5.R1039 



25340 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-015-Q1-K1-H7 

BLASTN 

gl217627 

112 

4.0e-56 

314 

94 

G. hinsutum mRNA for stearoyl-acyl-carrier protein 
desaturase 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190096 

42JL.R1039 

g459197 

BLASTX 

g2493129 

2501 

0. 0e+00 

488 

100 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi 1 459198 (U07052) vacuolar HH — ATPase subunit B 
[Gossypium hirsutum] 

190097 
42_2.R1039 

LIB3197-047-Q1-M1-B7 

BLASTX 

g2493129 

2432 

0.0e+00 

488 

98 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi | 459198 (U07052) vacuolar H+ -ATPase subunit B 
[Gossypium hirsutum] 



Seq. No. 
Contig ID 
5 T -most EST 



190098 
42_3.R1039 

LIB3272-005-P1-K1-B12 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190099 
44JL.R1039 

LIB3120-027-Q1-K1-H3 

BLASTX 

g755150 

581 

9.0e-60 

165 

75 

(U13670) vacuolar H+-ATPase proteolipid 
[Gossypium hirsutum] 



(16 kDa) subunit 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



190100 

44_2.R1039 

g5046127 

BLASTX 

g2493146 



25341 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



580 

1.0e-59 

165 
75 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT >gi| 755148 
(U13669) vacuolar H+-ATPase proteolipid (16 kDa) subunit 
[Gossypium hirsutum] >gi | 4519415 | dbj | BAA75542 . 1 | (AB024275) 
vacuolar H+- ATPase c subunit [Citrus unshiu] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190101 
44_3.R1039 

LIB3135-049-Q1-K1-H10 

BLASTX 

g2493144 

580 

8.0e-60 

165 

75 

VACUOLAR ATP SYNTHASE 16 KD PROTEOLIPID SUBUNIT (V-ATPASE 

16 KD PROTEOLIPID SUBUNIT) >gi | 2118221 | pir | | S60132 

H+- transporting ATPase (EC 3.6.1.35), vacuolar, 16K chain 

(clone AVA-P2) - Arabidopsis thaliana >gi 1926937 (L44585) 

vacuolar H+-pumping ATPase 16 kDa proteolipid [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190102 

46JL.R1039 

g606941 

BLASTX 

g606942 

1075 

1.0e-117 

263 

83 

(U13760) unknown [Gossypium hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190103 
46_2.R1039 

LIB3083-108-Q1-L1-H3 

BLASTX 

g606942 

803 

7.0e-86 

189 

85 

(U13760) unknown [Gossypium hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST * score 

E value 

Match length 

% identity 

NCBI Description 



190104 

47_1.R1039 

g5047961 

BLASTX 

g2829204 

597 

8.0e-62 

120 
94 

(AF044204) 



lipid transfer protein precursor [Gossypium 



25342 



hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190105 

47_2.R1039 

g4877644 

BLASTX 

g2497743 

177 

2.0e-12 

57 
61 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi 1999315 | bbs 1 166991 (S78173) LTP=lipid transfer protein 
[Gossypium hirsutum^cotton, fiber, Peptide, 120 aa] 
[Gossypium hirsutum] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190106 
47_3.R1039 

LIB3083-006-Q1-L1-D6 

BLASTX 

g2129770 

1196 

1.0e-131 

285 

73 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi 11244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi I 2154611 |dbj |BAA20290| (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190107 

47_4.R1039 

g5045918 

BLASTX 

g2497743 

204 

6.0e-32 

90 

83 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi I 999315 | bbs 1 166991 (S78173) LTP=lipid transfer protein 
[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 
[Gossypium hirsutum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190108 

47_5.R1039 

g5050907 

BLASTX 

g2154609 

229 

1.0e-18 

79 

57 

(D63509) endoxyloglucan transferase related protein 
[Arabidopsis thaliana] >gi | 4522010 | gb | AAD21783 . 1 | 
(AC007069) endoxyloglucan transferase [Arabidopsis 



25343 



thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190109 

47_6.R1039 

g5044715 

BLASTX 

g2829204 

174 

1.0e-12 

35 
91 

(AF044204) 
hirsutum] 



lipid transfer protein precursor [Gossypium 



190110 

47J7.R1039 

g5049418 

BLASTX 

g2497743 

172 

3.0e-12 

34 

94 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi|999315|bbs|166991 (S78173) LTP=lipid transfer protein 
[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 
[Gossypium hirsutum] 

190111 
47_8.R1039 

uC-gsflnu33B023a05bl 

BLASTX 

g2129770 

246 

6.0e-21 

70 

66 

xyloglucan endotransglycosylase-related protein XTR-2 - 
Arabidopsis thaliana >gi| 1244756 (U43487) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi | 2154611 | dbj | BAA20290 | (D63510) endoxyloglucan 
transferase related protein [Arabidopsis thaliana] 

190112 

47_10.R1039 

g5047567 

BLASTX 

g2497742 

189 

2.0e-14 

35 
100 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 

>gi 1 995907 (U15153) nonspecific lipid transfer protein 

precursor [Gossypium hirsutum] 



Seq. No. 



190113 



25344 



Contig ID 


47 12.R1039 


C t -mm-**- TOT* 

o -most bbi 


goUoub^o 


Method. 


DT 7\ O TV 




gzoz yz U4 


BLAST score 


189 


E value 


2.0e-14 


Matcn length 


OO 


-s identity 


1U0 


NCBI Description 


(AF044204 ) 




hirsutum] 


Seq. No. 


190114 


Contig ID 


47__13.R1039 


d -most Lol 


t td"3i on n a o 
LIBolo y-U4o 


Method 


dt t\ cnv 
bLAblA 


NCBI GI 


g4510347 


BLAST score 


221 


E value 


o . Ue-lo 


Matcn lengtn 


1 1 


% identity 


60 


NCBI Description 


(AC006921) ] 


Seq, No. 


190115 


Contig ID 


47_14.R1039 


o -most EST 


g5046732 


Method 


BLASTX 




gz 4 y / / 4 O 


BLAST score 


383 


E value 


3.0e-37 


Match length 


81 


% identity 


90 


NCBI Description 


NONSPECIFIC 



lipid transfer protein precursor [Gossypium 



hypothetical protein [Arabidopsis thaliana] 



PID-TRANSFER PROTEIN PRECURSOR (LTP) (GH3) 
>gi|999315|bbs|166991 (S78173) LTP=lipid transfer protein 
[Gossypium hirsutum^cotton, fiber, Peptide, 120 aa] 
[Gossypium hirsutum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190116 

47_15.R1039 

LIB3083-094-Q1-L1-E4 

BLASTX 

g2497743 

145 

5.0e-09 

50 
64 

NONSPECIFIC LI PID-TRANSFER PROTEIN PRECURSOR (LTP) {GH3 ) 
>gi I 999315 |bbs 1 166991 (S78173) LTP-lipid transfer protein 
[Gossypium hirsutum=cotton, fiber, Peptide, 120 aa] 
[Gossypium hirsutum] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



190117 
48J..R1039 

LIB3147-022-Q1-K1-H5 

BLASTX 

gl469930 

651 

5.0e-68 



25345 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 
96 

(U48777) fiber-specific acyl carrier protein [Gossypium 
hirsutum] 

190118 
49JL.R1039 

LIB3147-051-Q1-K1-C9 

BLASTX 

g3687235 

309 

8.0e-4 6 

199 

56 

(AC005169) putative copia-like transposable element 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



190119 
49_2.R1039 

LIB3166-04 9-P1-K1-A7 

BLASTX 

gl220196 

1911 

0.0e+00 

379 

96 

(U49061) alcohol dehydrogenase 2a 



[Gossypium hirsutum] 



190120 
49_6.R1039 

LIB3146-025-Q1-K1-E6 

BLASTX 

gl220196 

538 

7.0e-55 

137 

78 

(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 



190121 

51_1.R1039 

gl297364 

BLASTX 

gl263291 

810 

1.0e-86 

153 
100 

(U49452) alcohol dehydrogenase 2b 



[Gossypium hirsutum] 



190122 
53_1.R1039 

uC-gsflmaxxa091b02bl 

BLASTX 

gl439609 

1179 

1.0e-130 



25346 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



248 
94 

(U62778) delta-tonoplast intrinsic protein [Gossypium 
hirsutum] 

190123 
54JL.R1039 

uC-gsflmaxxa098h07bl 

BLASTX 

g2500380 

572 

6.0e-59 

105 

100 

60S RIBOSOMAL PROTEIN L44 >gi | 2119128 |pir | |JC4923 ribosomal 
protein RL44 - upland cotton >gi| 1553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi 11553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 

190124 
55J..R1039 

uC-gsronu33B113fllbl 

BLASTX 

g2500380 

572 

5.0e-59 

105 

100 

60S RIBOSOMAL PROTEIN L44 >gi | 2119128 |pir I IJC4923 ribosomal 
protein RL44 - upland cotton >gi 11553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi 11553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 

190125 
55_2.R1039 

uC-gsflmaxxa028g08bl 

BLASTX 

g3193303 

353 

5.0e-33 

142 

61 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein (GB:U27807); partial CDS [Arabidopsis 
thaliana] 

190126 
55_3.R1039 

LIB3189-050-P1-K1-D2 

BLASTX 

g2500380 

565 

3.0e-58 
105 



25347 




% identity 99 

NCBI Description 60S RIBOSOMAL PROTEIN L44 >gi | 2119128 | pir | |JC4 923 ribosomal 
protein RL44 - upland cotton >gi 11553129 (U64677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi 11553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190127 
57JL.R1039 

LIB3145-018-Q1-K1-H2 

BLASTX 

g3024386 

2091 

0.0e+00 

404 

99 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) 

>gi 12129500 | pir I I S52006 polygalacturonase - upland cotton 

>gi 1 606650 (U09717) polygalacturonase [Gossypium hirsutum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190128 
58_1.R1039 

LIB3196-033-P1-M1-A11 

BLASTX 

g3334115 

1868 

0.0e+00 

381 

95 

ADP, ATP CARRIER PROTEIN 1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 
(ADENINE NUCLEOTIDE TRANSLOCATOR 1) (ANT 1) >gi 12463664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 

hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190129 
58_2.R1039 

LIB3197-047-Q1-M1-B12 

BLASTX 

g870726 

1179 

0.0e+00 

467 

88 

(L38260) biotin carboxylase subunit [Nicotiana tabacum] 

>gi 1 1582354 Iprf | I2118337A Ac-CoA carboxylase: SUBUNIT-biotin 

carboxylase [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190130 
58_3.R1039 

uC-gs f ImaxxaO 8 8 gO 3bl 

BLASTX 

g3334115 

1523 

1.0e-170 

366 

81 

ADP, ATP CARRIER PROTEIN 



1 PRECURSOR (ADP/ATP TRANSLOCASE 1) 



25348 




(ADENINE NUCLEOTIDE TRANSLOCATOR 1} (ANT 1) >gi 12463664 
(AF006489) adenine nucleotide translocator 1 [Gossypium 
hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190131 

58_4.R1039 

g5047834 

BLASTX 

g870726 

620 

2.0e-64 

154 

81 

(L38260) biotin carboxylase subunit [Nicotiana tabacum] 

>gi i 1582354 Iprf I I2118337A Ac-CoA carboxylase : SUBUNIT=biotin 

carboxylase [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190132 
58_5.R1039 

uC-gsflnu33B127b07bl 

BLASTX 

g3320379 

821 

9.0e-88 

350 

84 

(AF014375) putative JUN kinase activation domain binding 
protein [Medicago sativa] 



Seq. No. 


190133 


Contig ID 


58 6.R1039 


5 '-most EST 


LIB3145-009-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl890116 


BLAST score 


1400 


E value 


1.0e-155 


Match length 


316 


% identity 


85 


NCBI Description 


(U89839) AD P /ATP translocator [Lycopersicon esculentum] 


Seq. No. 


190134 


Contig ID 


58 7.R1039 


5 '-most EST 


LIB3189-005-P1-K1-E1 


Method 


BLASTX 


NCBI GI 


g870726 


BLAST score 


379 


E value 


2.0e-36 


Match length 


93 


% identity 


82 


NCBI Description 


(L38260) biotin carboxylase subunit [Nicotiana tabacum] 



>gi 1 1582354 Iprf | I2118337A Ac-CoA carboxylase : SUBUNIT^biotin 
carboxylase [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



190135 
59JL.R1039 
g2463665 
BLASTX 



25349 





y z f± djdoo 


BLAST score 


478 


E value 


4.0e-48 


Match length. 




% identity 


y y 


NCBI Description 


/ Atrn C\CA OkfS\ 

[Ah UUb4yu) 




hirsutum] 


beq. jno. 


±yuioo 


Contig ID 


fou l.Riuoy 


C T m /-\ o +- TOT 1 

3 ItlOSC HjOI 




1\VT/"s +- \\ 

L v iex.nou. 






c$zz boy 4 / 


BLAST score 


4881 


E value 


0.0e+00 


Match length 


yoo 


S- ^ ^"1 /"\ TO 4" T 4~ T T 

•s lQenuiLy 


y / 


jNL-oi uescrxption 


[At uuo y ^y j 




hirsutuni] 


beg. no. 


lyuio / 


contig id 


oi l-Riu^y 


O lUOSl £jOl 








NCBI GI 


gll5577 


BLAST score 


969 


E value 


1.0e-112 


Match length 


235 


% identity 


85 



adenine nucleotide translocator 2 [Gossypium 



phosphoenolpyruvate carboxylase 1 [Gossypium 



NCBI Description 



PHOSPHOENOLPYRUVATE CARBOXYLASE, HOUSEKEEPING ISOZYME 
(PEPCASE) >gi|348536|pir||S28614 phosphoenolpyruvate 
carboxylase (EC 4.1.1.31) - sugarcane hybrid H32-8560 
>gi 1 169844 (M86661) phosphoenolpyruvate carboxylase 
[Saccharum sp. ] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190138 
62_1.R1039 

LIB3197-055-Q1-M1-A7 

BLASTX 

g3334405 

1026 

1.0e-112 

237 

89 

VACUOLAR ATP SYNTHASE SUBUNIT E 
>gi I 2267583 (AF009338) vacuolar 
[Gossypium hirsutum] 



(V-ATPASE E SUBUNIT) 
H+-ATPase subunit E 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



190139 
62_2.R1039 

LIB3272-021-P1-K1-E7 

BLASTX 

g3334405 

598 

5.0e-62 

159 

79 



25350 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
>gi 1 2267583 (AF009338) vacuolar H+-ATPase subunit E 
[Gossypium hirsutum] 

190140 
63_1.R1039 

LIB3083-050-Q1-L1-B4 

BLASTX 

gll74592 

1017 

1.0e-112 

206 

100 

TUBULIN ALPHA- 1 CHAIN >gi | 2119270 | pir | IS60233 alpha-tubulin 
- garden pea >gi | 525332 (U12589) alpha-tubulin [Pisum 
sativum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190141 
63__2.R1039 

LIB314 6-016-Q1-K1-G5 

BLASTX 

g606648 

260 

4.0e-34 

85 

79 

(U09612) alpha tubulin 



[Leishmania donovani] 



190142 

64JL.R1039 

g5048690 

BLASTX 

g2118231 

1318 

1.0e-157 

410 

71 

H+-transporting ATPase {EC 3.6.1.35) AHA10 - Arabidopsis 
thaliana >gi I 765354 |bbs 1 157347 (S74033) plasma membrane 
H(+) -ATPase isoform AHAlO-P-type ATPase [Arabidopsis 
thaliana, cv. Columbia, Peptide, 946 aa] [Arabidopsis 
thaliana] 

190143 
64_2.R1039 

LIB3197-035-Q1-M1-A11 

BLASTX 

g2118231 

876 

2.0e-94 

219 

79 

H+- transporting ATPase (EC 3.6 
thaliana >gi | 765354 | bbs | 157347 

H( + )-ATPase isoform AHA10=P- type ATPase [Arabidopsis 
thaliana, cv. Columbia, Peptide, 946 aa] [Arabidopsis 
thaliana] 



1.35) AHA10 - Arabidopsis 
(S74033) plasma membrane 



25351 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '--most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 



190144 
66_1.R1039 

uC-gs f lmaxxa 069f01bl 

BLASTX 

g2662341 

994 

0.0e+00 

434 

92 

(D63580) EF-1 alpha [Oryza sativa] 
>gi 12662345 | dbj |BAA23659| (D63582) 
sativa] >gi | 2662347 | dbj | BAA23660 | 
[Oryza sativa] 

190145 
66_2.R1039 

LIB3145-026-Q1-K1-A2 

BLASTX 

gl076627 

2461 

0.0e+00 

532 

91 

inorganic pyrophosphatase (EC 3.6, 
>gi | 790479 | emb | CAA58701 | (X83730 ) 
[Nicotiana tabacum] 



EF-1 alpha 
(D63583) EF- 



[Oryza 
1 alpha 



1.1) - common tobacco 
inorganic pyrophosphatase 



190146 
66_4.R1039 

LIB3166-054-P1-K1-H4 

BLASTX 

g3319882 

813 

1.0e-115 

240 
90 

(AJ004960) elongation factor 1-alpha (EFl-a) 
arietinum] 



[Cicer 



190147 
66_5.R1039 

LIB3272-027-P1-K1-D2 

BLASTX 

gll69476 

997 

1.0e-134 

305 

80 

ELONGATION FACTOR 1-ALPHA (EF-1 -ALPHA) (VITRONECTIN-LIKE 
ADHESION PROTEIN 1) (PVN1) >gi 1439577 (U04632) 
vitronectin-like adhesion protein [Nicotiana tabacum] 

190148 
66_6.R1039 

LIB3166-018-P1-K1-D10 
BLASTX 



25352 



NCBI GI 


g3869088 


BLAST score 


904 


E value 


o . ue~ yo 


TuT ^ /i V> I j~\ 4* r\ 

i v Ja.T-cn xenynn 


1/0 


% identity 


y y 


NCBI Description 


(ABUiy4z / ) 


beq. no. 


iy ui4 y 


uonuig ID 


bo / . Kiu^y 


R < _ TTlAof- ITQT 

D IUUot. JjOI 


yOU4ooyi 




RT flQTY 


NCBI GI 


g2662343 


BLAST score 


628 


Hj Value 


z . ue~ do 


JkA 4" J An / p i t Vfc 

HaLcn leny un 




■? /-j /~\ 4~ -j ft; 

■& lucnuiuy 


y 0 


NCBI Description 


(Dooool) EF 


beq. no. 


1 Qn 1 en 

lyuiou 


uonnig iu 


DD o.Kiuoy 


O IUO£dU HjOI 


gououoz y 




RT QQTV 


vjpDT (~*T 

NL,n± kjI 


goizzu / 1 


r3j_iiioi score 


oUU 


E value 




Match length 


118 


% identity 


97 


NCBI Description 


ELONGATION 




>gi 1 zloU14o 




alpha chain 




alpha subun 


beq. No. 


lyuioi 


f~i _~ J_ " _ TT"\ 

uontig id 


66 9.R1039 


3 — IUOST, EiOl 


goU4 jU 00 


i v ie LUOU 


RT IS, CPV 




nr^^l QQQO 




jdu 


E value 


2.0e-57 


Match length 


110 


% identity 


98 


NCBI Description 


(AJ004960) i 




arietinum] 



elongation factor-1 alpha [Nicotiana paniculata] 



-1 alpha [Oryza sativa] 



maize >gi 1 1321656 | dbj | BAAO 824 9 | (D45408) 



elongation factor 1-alpha (EFl-a) [Cicer 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190152 

66_10.R1039 

LIB3083-101-Q1-L1-F6 

BLASTX 

gll99806 

111 

6.0e-12 

71 

65 

(X95663) elongation factor 



1 alpha [Brugia pahangi] 



Seq. No. 
Contig ID 



190153 

66 11.R1039 



25353 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-020-P1-K1-C8 

BLASTX 

g2662343 

684 

4.0e-72 

131 

100 

(D63581) 



EF-1 alpha [Oryza sativa] 



190154 

66_12.R1039 

uC-gsronu33B138dl0bl 

BLASTX 

g2129949 

477 

5.0e-48 

95 

93 

inorganic pyrophosphatase (EC 3. 
common tobacco 



6.1.1) (clone TVP5) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 



190155 

66_14.R1039 

LIB3197-037-Q1-M1-H2 

BLASTX 

g3869088 

625 

2.0e-65 

120 

100 

(AB019427) elongation factor-1 alpha 



[Nicotiana paniculata] 



190156 

66JL5.R1039 

LIB3135-039-Q1-K1-H10 

BLASTX 

g485742 

663 

1.0e-69 

150 

91 

(L32791) pyrophosphatase [Beta vulgaris] 

190157 

66_19.R1039 

LIB3145-009-Q1-K1-D7 

BLASTN 

g644491 

46 

1.0e-16 

93 

87 

Corn mRNA for elongation factor 1A 

190158 

66_21.R1039 

LIB3147-032-Q1-K1-F11 



25354 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 




BLASTX 

g2662343 

295 

2.0e-26 

64 

86 

(D63581) EF-1 alpha 




[Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190159 

66_24.R1039 

LIB3120-043-P1-K1-H7 

BLASTX 

g3319882 

192 

2.0e»27 

86 

74 

(AJ004960) elongation factor 1-alpha (EFl-a) [Cicer 
arietinum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190160 

66_34.R1039 

LIB3083-053-Q1-L1-F3 

BLASTX 

gl076627 

307 

6.0e-28 

113 

58 

inorganic pyrophosphatase (EC 3.6.1.1) - common tobacco 
>gi|790479|emblCAA58701| (X83730) inorganic pyrophosphatase 
[Nicotiana tabacum] 

190161 
67JL.R1039 

uC-gsronu33B17 9b08bl 

BLASTX 

g417103 

679 

3.0e-71 

136 

100 

HISTONE H3.2, MINOR >gi I 282871 1 pir | | S2434 6 histone 
H3.3-like protein - Arabidopsis thaliana 

>gi|16324|emb|CAA42957| (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi | 404825 I emb | CAA42 958 | (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi 1488563 
(U09458) histone H3.2 [Medicago sativa] >gi 1488567 (U09460) 
histone H3.2 [Medicago sativa] >gi 1488569 (U09461) histone 
H3.2 [Medicago sativa] >gi 1488575 (U09464) histone H3.2 
[Medicago sativa] >gi 1488577 (U09465) histone H3.2 
[Medicago sativa] >gi I 510911 1 emb | CAA56153 | (X79714) histone 
H3 [Lolium temulentum] >gi | 1435157 | emb | CAA58445 i (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi 1 2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi|3273350|dbj IBAA31218I (AB015760) histone H3 [Nicotiana 
tabacum] >gi 13885890 (AF093633) histone H3 [Oryza sativa] 



25355 



>gi|4038469|gb|AAC97380| (AF109910) histone H3 [Porteresia 
coarctata] >gi I 4490754 | emb | CAB38916. 1 1 (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi | 44 90755 | emb | CAB38917 . 1 1 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190162 
67_2.R1039 

LIB3149-063-Q1-K1-A7 

BLASTX 

g417103 

673 

2.0e-70 

136 

99 

HISTONE H3.2, MINOR >gi | 282871 | pir | IS24346 histone 
H3.3-like protein - Arabidopsis thaliana 

>gi|16324|emb|CAA42957| (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi | 404825 | emb | CAA42958 | (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi 1488563 
(U09458) histone H3.2 [Medicago sativa] >gi 1488567 (U09460) 
histone H3,2 [Medicago sativa] >gi 1488569 (U09461) histone 
H3.2 [Medicago sativa] >gi 1488575 (U09464) histone H3.2 
[Medicago sativa] >gi 1488577 (U09465) histone H3.2 
[Medicago sativa] >gi | 510911 i emb | CAA56153 | (X79714) histone 
H3 [Lolium temulentum] >gi | 1435157 | emb | CAA58445 | (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi 1 2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi | 3273350 |dbj | BAA31218 | (AB015760) histone H3 [Nicotiana 
tabacum] >gi 13885890 (AF093633) histone H3 [Oryza sativa] 
>gi|4038469Igb|AAC97380| (AF109910) histone H3 [Porteresia 
coarctata] >gi | 4490754 | emb | CAB38 916 . 1 1 (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi | 44 90755 | emb | CAB38917 . 1 1 
(AL035708) Histon H3 [Arabidopsis thaliana] 

190163 
67_3.R1039 

uC-gsronu33B007b06bl 

BLASTX 

g417103 

290 

2.0e-33 

99 

81 

HISTONE H3.2, MINOR >gi | 282871 | pir | | S2434 6 histone 
H3.3-like protein - Arabidopsis thaliana 

>gi|16324|emb|CAA42957| (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi | 404825 | emb | CAA42958 | (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi 1488563 
(U09458) histone H3.2 [Medicago sativa] >gi 1488567 (U09460) 
histone H3.2 [Medicago sativa] >gi 1488569 (U09461) histone 
H3.2 [Medicago sativa] >gi 1488575 (U09464) histone H3 . 2 
[Medicago sativa] >gi 1488577 (U09465) histone H3.2 
[Medicago sativa] >gi | 510911 | emb | CAA56153 | (X79714) histone 
H3 [Lolium temulentum] >gi | 1435157 | emb | CAA58445 | (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi [2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi ( 3273350 | dbj | BAA31218 | (AB015760) histone H3 [Nicotiana 



25356 



tabacum] >gi 13885890 (AF093633) histone H3 [Oryza sativa] 
>gi I 4038469 |gb|AAC97380| (AF109910) histone H3 [Porteresia 
coarctata] >gi | 4490754 | emb | CAB38 916. 1 | (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi | 44 90755 | emb | CAB38 917 . 1 1 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190164 
68J..R1039 

LIB3147-055-Q1-K1-A6 

BLASTX 

g4580384 

450 

2.0e-44 

92 

99 

(AC007184) putative histone H2B [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190165 

68_2.R1039 

g5047313 

BLASTX 

g4580384 

457 

3.0e-45 

114 

83 

(AC007184) 



putative histone H2B [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190166 
68_3.R1039 

uC-gsflnu33B144a07bl 

BLASTX 

g2558962 

452 

9.0e-45 

92 

100 

(AF025667) histone H2B1 



[Gossypium hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190167 
68_4.R1039 

LIB3147-013-Q1-K1-C9 

BLASTX 

g2558962 

432 

2.0e-42 

92 

97 

(AF025667) histone H2B1 



[Gossypium hirsutum] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



190168 
69_1.R1039 

LIB3189-024-P1-K1-G7 

BLASTX 

g543841 

929 

1.0e-100 



25357 



Match length 

% identity 

NCBI Description 



181 
99 



ADP-RIBOSYLATION FACTOR 1 
ADP-ribosylation factor 1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi| 322518 Ipir | IS28875 
- Arabidopsis thaliana >gi 1166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi 1 2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] 



190169 

69_2.R1039 

g2921331 

BLASTX 

g2921332 

1055 

1.0e-115 

198 

100 

(AF034130) 
hirsutum] 



MYB-like DNA-binding domain protein [Gossypium 



190170 
69_3.R1039 

uC-gsronu33B104g07bl 

BLASTX 

gl351974 

816 

7.0e-92 

181 

96 

ADP-RIBOSYLATION FACTOR >gi 1 1076788 | pir | | S49325 
ADP-ribosylation factor - maize >gi | 1076789 | pir || S53486 
ADP-ribosylation factor - maize >gi j 556686 | emb | CAA5 6351 | 
(X80042) ADP-ribosylation factor [Zea mays] 



Seq. No. 


190171 


Contig ID 


73 1.R1039 


5' -most EST 


g2921339 


Method 


BLASTX 


NCBI GI 


g2921340 


BLAST score 


1226 


E value 


1.0e-135 


Match length 


226 


% identity 


100 


NCBI Description 


(AF034134) 




hirsutum] 


Seq. No. 


190172 


Contig ID 


74 1.R1039 


5 '-most EST 


g5046643 


Method 


BLASTX 


NCBI GI 


g4104242 


BLAST score 


1964 


E value 


0.0e+00 


Match length 


410 


% identity 


92 


NCBI Description 


(AF034266) 




[Gossypium 



25358 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190173 
74_2.R1039 

LIB314 6-024-Q1-K1-E3 

BLASTX 

g4104242 

722 

2.0e-76 

182 

77 

(AF034266) palmitoyl-acyl carrier protein thioesterase 
[Gossypium hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190174 
75JL.R1039 

LIB3272-042-P1-K1-F10 

BLASTX 

g3334147 

1473 

1.0e-164 

324 
84 

ENDOCH I T I NAS E 1 PRECURSOR >gi 11469788 (U60197) class I 
chitinase [Gossypium hirsutum] 



Seq. No. 


190175 


Contig ID 


79 1.R1039 


5 '-most EST 


LIB3197-056-Q1-M1-G5 


Method 


BLASTX 


NCBI GI 


g806310 


BLAST score 


191 


E value 


7.0e-14 


Match length 


270 


% identity 


13 


NCBI Description 


(J02746) proline-rich 


Seq. No. 


190176 


Contig ID 


79 2.R1039 


5 '-most EST 


LIB3149-038-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g3024126 


BLAST score 


1935 


E value 


0.0e+00 


Match length 


390 


% identity 


94 


NCBI Description 


S-ADENOSYLMETHIONINE 



YNTHETASE 1 (METHIONINE 
ADENOSYLT RAN S FE RASE 1) (ADOMET SYNTHETASE 1) 
>giU655576|emb|CAA95856| (Z71271) S-adenosyl-L-methionine 
synthetase 1 [Catharanthus roseus] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



190177 

79_3.R1039 

g5050839 

BLASTX 

g231536 

906 

1.0e-154 



25359 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



348 
79 

CYTOSOL AMINOPEPTIDASE (LEUCINE AMINOPEPTIDASE) (LAP) 
(LEUCYL AMINOPEPTIDASE) (PROLINE AMINOPEPTIDASE) (PROLYL 

AMINOPEPTIDASE) >gi | 99683 | pir 1 | S22399 leucyl aminopeptidase 
(EC 3.4.11.1) - Arabidopsis thaliana 

>gi 1 16394 i emfo | CAA45040 | (X63444) leucine aminopeptidase 
[Arabidopsis thaliana] >gi 14115380 (AC005967) putative 
leucine aminopeptidase [Arabidopsis thaliana] 

190178 
79_6.R1039 

uC-gsronu33B149a04bl 

BLASTX 

gll70937 

474 

2.0e-57 

144 

76 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 
ADENOSYLTRANSFERASE 1) (ADOMET SYNTHETASE 1) 
>gi|450549iemb|CAA81481| (Z26867) S-adenosyl methionine 
synthetase [Oryza sativa] 

190179 
79_8.R1039 

LIB3083-068-Q1-L1-F11 

BLASTX 

gl483563 

741 

4.0e-95 

196 

86 

(X99825) leucine aminopeptidase 



[Petroselinum crispum] 



190180 

79JL0.R1039 

uC-gsronu33B117d08bl 

BLASTX 

g4376203 

361 

5.0e-34 

267 

34 

(U35226) putative cytochrome P-450 [Nicotiana 
plumbagini folia] 

190181 

79_13.R1039 

uC-gsflmaxxa048el2bl 

BLASTX 

gl27041 

283 

3.0e-25 

53 

92 

S-ADENOSYLMETHIONINE SYNTHETASE 1 (METHIONINE 



25360 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ADENOS YLTRANS FERASE 1) (ADOMET SYNTHETASE 1) 
>gi I 81647 | pir | | JN0131 methionine adenosyltransf erase (EC 
2.5.1.6) - Arabidopsis thaliana >gi| 166872 (M55077) 
S-adenosylmethionine synthetase [Arabidopsis thaliana] 

190182 

79JL7.R1039 

LIB3189-042-P1-K1-F9 

BLASTN 

g2829205 

271 

1.0e-151 

500 

30 

Gossypium hirsutum cultivar Siokra 1-2 proline-rich protein 
precursor (PRP) mRNA, complete cds 

190183 
82JL.R1039 

LIB3197-019-Q1-M1-G4 

BLASTX 

g464775 

817 

2.0e-87 

197 

82 

SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi | 542013 | pir | | S39492 
superoxide dismutase - Para rubber tree >gi 1348137 (L11707) 
superoxide dismutase (manganese) [Hevea brasiliensis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190184 

82_2.R1039 

g5048190 

BLASTX 

g464775 

517 

1.0e-102 

203 

89 

SUPEROXIDE DISMUTASE PRECURSOR (MN) >gi | 542013 I pir | | S39492 
superoxide dismutase - Para rubber tree >gi 1348137 (L11707) 
superoxide dismutase (manganese) [Hevea brasiliensis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



190185 
83_1.R1039 

LIB3189-023-P1-K1-H5 

BLASTX 

g3135693 

819 

1.0e-87 

160 

97 

(AF064201) glutathione S-transf erase [Gossypium hirsutum] 

190186 
83_4.R1039 

LIB3165-001-Q1-K1-D6 



25361 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2213595 

360 

4.0e-34 

113 

62 

(AC000348) T7N9.15 



[Arabidopsis thaliana] 



190187 

84JL.R1039 

g3135694 

BLASTN 

g3135694 

389 

0. Oe+00 

397 

99 

Gossypium hirsutum vacuolar proton ATPase 16 kDa 
proteolipid subunit (VATPase) mRNA, partial cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190188 
86JL.R1039 

LIB3272-040-P1-K1-D4 

BLASTX 

g2506090 

367 

1.0e-49 

180 

58 

PROBABLE 26S PROTEASE SUBUNIT SUG2 (PROTEASOME CAP SUBUNIT) 
>gi|2133163|pir| IS67156 SUG2 protein - yeast (Saccharomyces 
cerevisiae) >gi | 1420585 | emb | CAA99481 | (Z75167) ORF YOR259c 
[Saccharomyces cerevisiae] >gi 11931623 (U93262) proteasome 
cap subunit [Saccharomyces cerevisiae] 



190189 

87JL.R1039 

g3264827 

BLASTX 

g3264828 

1684 

0.0e+00 

331 

98 

(AF072404) 
hirsutum] 



cotton fiber expressed protein 1 [Gossypium 



190190 

91JL.R1039 

g4588011 

BLASTX 

g4206209 

3589 

0.0e+00 

1710 

46 

(AF071527) putative glucan synthase component [Arabidopsis 



25362 




thaliana] >gi | 4263042 | gb IAAD15311 | (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190191 
93JL.R1039 

LIB3272-005-P1-K1-E12 

BLASTX 

g4545231 

1089 

1.0e-119 

207 
100 

(AF116243) RAS-related GTP-binding protein [Gossypium 
hirsutum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190192 
94JL.R1039 

LIB3166-019-P1-K1-H12 

BLASTX 

g4545262 

215 

5.0e-17 

48 

85 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 

190193 
95_1.R1039 

LIB3197-041-Q1-M1-C9 

BLASTX 

g464734 

2338 

0.0e+00 

485 

92 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi | 481237 | pir || S38379 
adenosylhomocysteinase (EC 3.3.1.1) - Madagascar periwinkle 
>gi | 407412 | emb | CAA81527 | (Z26881) S-adenosyl-L-homocysteine 
hydrolase [Catharanthus roseus] 

190194 

95_3.R1039 

g5047183 

BLASTX 

g992706 

707 

3.0e-74 

151 

83 

(U33758) UBC13 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



190195 
95_4.R1039 
g5044463 
BLASTX 



25363 



NCBI GI 


g2160322 




BLAST score 


524 




E value 


4.0e-53 




Match length 


103 




% identity 


94 


[ isiicoTziana 


NCBI Description 


(D16139) cytokimn binding protein CBPo/ 




sylvestris] 




Seq. No. 


190196 




Contig ID 


95 5.R1039 




5 1 -most EST 


LIB31o9-04o-Pl-Kl-(jy 




Method 


BLASTX 




NCBI GI 


g2815246 




BLAST score 


218 




E value 


2 . Oe-17 




Match length 


55 




% identity 


71 


• 

[Cicer arietmum] 


NCBI Description 


(X95709) class I type 2 metallothionein 


Seq. No. 


190197 




Contig ID 


95_6.R1039 




5 '-most EST 


g5044467 




Method 


BLASTX 




NCBI GI 


g992706 




BLAST score 


656 




E value 


1. 0e-69 




Match length 


152 




% identity 


84 




NCBI Description 


(U33758) UBC13 [Arabidopsis thaliana] 




Seq. No. 


190198 




Contig ID 


95J7.R1039 




5 '-most EST 


LIB3197-015-P1-M1-D4 




Method 


BLASTX 




NCBI GI 


gl724102 




BLAST score 


514 




E value 


2.0e-52 




Match length 


117 




% identity 


84 




NCBI Description 


(U79766) S-adenosyl-L-homocystein hydrolase; SAH 




[Mesembryanthemum crystallinum] 




Seq. No. 


190199 




Contig ID 


95 8.R1039 




5 '-most EST 


LIB3166-016-P1-K1-A6 




Method 


BLASTX 




NCBI GI 


g2815246 




BLAST score 


225 




E value 


3.0e-18 




Match length 


55 




% identity 


73 


[Cicer arietinum] 


NCBI Description 


(X95709) class I type 2 metallothionein 


Seq. No. 


190200 




Contig ID 


95 9.R1039 




5 '-most EST 


LIB3147-055-Q1-K1-F5 




Method 


BLASTX 





25364 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2160322 
595 

2.0e-61 

135 
82 

(D16139) cytokinin binding protein CBP57 [Nicotiana 
sylvestris] 

190201 

95_10.R1039 

LIB3135-031-Q1-K1-H6 

BLASTX 

g2244750 

584 

8.0e-77 

169 

80 

(Z97335) adenosylhomocysteinase [Arabidopsis thaliana] 

>gi 1 3088579 (AE059581) S-adenosyl-L-homocysteine hydrolase 

[Arabidopsis thaliana] 

190202 

95_11.R1039 

LIB3189-007-P1-K1-B11 

BLASTX 

gl710838 

305 

2.0e-27 

63 

90 

ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi 1535584 (L36119) 
adenosylhomocysteinase [Medicago sativa] 

190203 

95J.3.R1039 

LIB3148-044-Q1-K1-B9 

BLASTX 

g992706 

604 

8.0e-70 

151 

78 

(U33758) UBC13 [Arabidopsis thaliana] 

190204 

95_14.R1039 

g5049988 

BLASTX 

g992706 

325 

2.0e-60 

150 

74 

(U33758) UBC13 [Arabidopsis thaliana] 



Seq. No. 



190205 



25365 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



95_15.R1039 

g5046216 

BLASTX 

g992706 

516 

3.0e-52 

138 

69 

(U33758) UBC13 [Arabidopsis thaliana] 

190206 

95JL6.R1039 

uC-gsflnu33B100g04bl 

BLASTX 

g2624417 

252 

1.0e-30 

119 

61 

(AJ002959) Ubiquitin carrier protein [Zea mays] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190207 

95_17.R1039 

uC-gsflnu33B140b07bl 

190208 

95_18.R1039 

uC-gsflmaxxa015a01bl 

BLASTX 

gl724102 

160 

1.0e-10 

52 

62 

(U79766) S-adenosyl-L-homocystein hydrolase; 
[Mesembryanthemum crystallinum] 



SAH 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



190209 
96_1.R1039 

LIB3120-053-P1-K1-H6 

BLASTX 

gl354515 

1063 

1.0e-116 

309 
67 

(U55837) carbonic anhydrase [Populus tremula x Populus 
tremuloides] 

190210 
96_2.R1039 

LIB3120-023-Q1-K1-A5 

BLASTX 

gl705761 

201 

4.0e-15 
204 



25366 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32 

CHA&CONE — FLAVONONE ISOMERASE >gi [4 99036 | emb | CAA53577 | 
(X75963) chalcone isomerase [Vitis vinifera] 

190211 
96_3.R1039 

LIB3120-032-Q1-K1-A5 

BLASTX 

g4512653 

987 

1.0e-107 

229 

83 

(AC007048) unknown protein [Arabidopsis thaliana] 

190212 
96_4.R1039 

uC-gs f ImaxxaO 4 8 dO 5bl 

BLASTN 

g4309683 

56 

3.0e-22 

339 

85 

Arabidopsis thaliana chromosome 1 BAC T31J12 sequence, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



190213 
96_6.R1039 

LIB3146-037-P1-K1-F9 

BLASTX 

g4337178 

742 

1.0e-78 

151 

89 

(AC006416) T31J12.5 [Arabidopsis thaliana] 



190214 

98_1.R1039 

g5081778 

BLASTX 

g2827143 

3303 

0.0e+00 

701 

87 

(AF027174) 



cellulose synthase catalytic subunit 



[Arabidopsis thaliana] 

190215 
99_1.R1039 

LIB3272-009-P1-K1-D9 

BLASTX 

g2564237 

2037 

0.0e+00 



25367 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



383 
96 

(Y10112) 



omega-6 desaturase [Gossypium hirsutum] 



190216 

100_1.R1039 

LIB3189-005-P1-K1-B1 

BLASTX 

g3334113 

466 

2.0e-46 

89 

100 

ACYL-COA-BINDING PROTEIN (ACBP) >gi 11006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

190217 

100_2.R1039 

LIB3120-006-Q1-K1-B2 

BLASTX 

g3334113 

333 

6.0e-31 

89 

74 

ACYL-COA-BINDING PROTEIN (ACBP) >gi 11006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

190218 

100_3.R1039 

uC»gsronu33B001h05bl 

BLASTN 

gl006830 

207 

1.0e-112 

207 

100 

Gossypium hirsutum acyl-CoA-binding protein mRNA, complete 
cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



190219 

101J..R1039 

g5049903 

BLASTX 

gl019946 

1359 

1.0e-151 

288 

91 

(U37060) ascorbate peroxidase 

190220 

102JL.R1039 

LIB3083-095-Q1-L1-B7 

BLASTX 

gl706956 

4896 



[Gossypium hirsutum] 



25368 



E value 
Match length 
% identity 
NCBI Description 



0.0e+00 

974 

95 

(U58283) 



cellulose synthase [Gossypium hirsutum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190221 

103_1.R1039 

LIB3083-059-Q1-L1-A7 

BLASTX 

g3511285 

3587 

0.0e+00 

866 

79 

(AF081534) cellulose synthase [Populus alba x Populus 
tremula] 



Seq. No. 


190222 


Contig ID 


104 1.R1039 


5 '-most EST 


LIB3272-015-P1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3493172 


BLAST score 


1555 


E value 


1.0e-174 


Match length 


316 


% identity 


97 


NCBI Description 


(U89609) fiber annexin [Gossypium hirsut 


Seq. No. 


190223 


Contig ID 


105_1.R1039 


5 '-most EST 


uC-gs f ImaxxaO 2 6dl lbl 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


1441 


E value 


1.0e-160 


Match length 


314 


% identity 


91 


NCBI Description 


(U73747) annexin [Gossypium hirsutum] 


Seq. No, 


190224 


Contig ID 


105 2.R1039 


5 '-most EST 


g3326071 


Method 


BLASTX 


NCBI GI 


gl843527 


BLAST score 


732 


E value 


1.0e-77 


Match length 


186 


% identity 


47 


NCBI Description 


(U73747) annexin [Gossypium hirsutum] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



190225 

105_3.R1039 

LIB3149-015-Q1-K1-F5 

BLASTX 

g2266994 

463 

3.0e-46 



25369 




Match length 153 
% identity 58 

NCBI Description (U77413) O-linked GlcNAc transferase [Homo sapiens] 

>gi|4505499|ref | NP_003596 . 1 | pOGT | O-GlcNAc transferase 
(uridine diphospho-N-acetylglucosamine : polypeptide 
beta-N-acetylglucosaminyl trans f erase ) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190226 

105_4.R1039 

LIB3147-051-Q1-K1-E2 

BLASTX 

gl843527 

426 

1.0e-41 

100 
43 

(U73747) annexin [Gossypium hirsutum] 

190227 

107_1.R1039 

uC-gsflmaxxa057d08bl 

BLASTX 

g3287834 

2792 

0.0e+00 

538 

99 

( + ) -DELTA- CAD INENE SYNTHASE ISOZYME XC14 (D-CADINENE 
SYNTHASE) >gi | 2147016 | pir [ | S68366 (+) -delta-cadinene 
synthase isozyme XC14 - Gossypium arboreum >gi 11045314 
(U23205) (+) -delta-cadinene synthase isozyme XC14 
[Gossypium arboreum] 

190228 

109_1.R1039 

gl087110 

BLASTX 

g2500197 

932 

1.0e-101 

196 

93 

RAC-LIKE GTP BINDING PROTEIN RAC13 >gi 1 1361976 |pir 1 I S57325 
GTP-binding protein Rac 13 - upland cotton 
>gi 1 1087111 1 bbs 1170156 (S79308) 21.8 kda GTP-binding 
protein=Racl3 [Gossypium hirsutum^cotton plants, cv. Acala 
SJ-2, boll fibers, Peptide, 196 aa] [Gossypium hirsutum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



190229 

111_1.R1039 

g4098125 

BLASTX 

g3915873 

3721 

O.Oe-i-OO 

805 

87 



25370 



NCBI Description 



SUCROSE SYNTHASE (SUCROSE-UDP GLUCOS YLTRANS FERASE ) 
(NODULIN-100) >gi | 2606081 (AF030231) sucrose synthase 
[Glycine max] 



Seq. No. 


190230 


Contig ID 


111_2.R1039 


3 — IuOSu hoi 


ub— gsronuoo±iiiuau4JDi 


ixtei-noQ 


oJ_uft.O 1 A 


JMbBl bl 


g4uyoi^y 


tsiiiioi score 


4oU 


E value 


A C\a A Q 

4 . ue— 4 o 


Match length 


1U 1 


% identity 


Q Q 

by 


jnu.di ucscripLion 


(U73588) sucrose synthase 


Seq. No. 


190231 


Contig ID 


111_3.R1039 


C 1 -rr\ r-\ c J r- "COT 1 


IjlrSoloy-UUo— fl— J\±-no 


Method. 




NOBI bl 


g4uyoi2y 


BLAST score 


1^13 


E value 


i . ue— io4 


Match length 


261 


% identity 


88 


NCBI Description 


(u/3oob) sucrose synthase 


Seq. No. 


190232 


Contig ID 


111J7.R1039 


o -most EST 


LIB3166-017-P1-K1-D12 


Metnoa 


BLASTX 


NCBI GI 


g4098128 


BLAST score 


514 


E value 


z . ue— 


Match length 


104 


Q. i »1aa4- 4 4-.. 

% identity 


97 


NCBI Description 


(U/oooo) sucrose synthase 


Seq. No. 


190233 


Contig ID 


113_1.R1039 


o -most bbi 


LIB319o-U4o-Pl-Ml-D10 


Method 


BLAST A 


NCBI GI 


g4090257 


BLAST score 


464 


E value 


3 . Oe-4 6 


Match length 


91 


% identity 


97 


NCBI Description 


(AJ131732) ribosomal prot 


Seq. No. 


190234 


Contig ID 


113 2.R1039 


5 T -most EST 


LIB3147-019-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4090257 


BLAST score 


460 


E value 


6.0e-46 


Match length 


91 


% identity 


96 



[Gossypium hirsutum] 



[Gossypium hirsutum] 



[Gossypium hirsutum] 



25371 




NCBI Description 


(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 


beq. jno. 


iyu^ jj 


contig id 


lio o.Riuoy 


D — most Hibl 


J_i±rSol4 o — UOD— yi — i\± — no 




RT ZiQTY 
Dijrio 1 A 


NCBI GI 


g4090257 


BLAST score 


453 


E value 


4 . ue — 4 0 


jxia lcii lengun 


Q1 

y i 


% identity 


yj 


NCBI Description 


(AJloi/oz) rioosomal protein Lo /A LPseuaotsuga menziesnj 


Seq. No. 


lyuzio 


uontig iu 


liO l.Kiuoy 


o — mosti bbi 


T TDTI A'3'7 r>1 1^1 7S. A 




oliAo 1 A 


NCBI GI 


g4158221 


BLAST score 


1535 


E value 


1 . ue-i / 1 


Match length 








wcbi Description 


(Y18624) reversibly glycosylated polypeptide [Oryza sativa] 


Seq. No, 




Contig ID 


115_2 .R1039 


o -most hjbi 


uC-gstlnuooBUoonlzDl 


Method 


rSLAolA 


NCBI GI 


g4158221 


BLAST score 


1722 


E value 


0 . Oe+00 


Match length 




■a identity 


o c 
00 


NCBI Description 


(Y18624) reversibly glycosylated polypeptide [Oryza sativa] 


Seq. No. 


190238 


Contig ID 


115_4 . R1039 


d -most I 


LIBJ1dd-(JzL)-P1-K1-E1 


L v ieT_noa. 


DT 7\ OTY 


1NL.I31 ol 




oiiiioi score 




E value 


1.0e-101 


Match length 


217 


% identity 


O Q 
00 


NL.J31 Description 


(Z29593) guanine nucleotide regulatory protein [Vicia faba] 




>gi 1 1098296 | prf | | 2115367D small GTP-bindmg protein [Vicia 




faba] 


Seq. No. 


190239 


Contig ID 


115_5.R1039 


ET T «w a 4* "C* O rn 

0 — ITLOSt hbl 


LIBJ14 /-Uo /-Ql-Kl-Co 




rSJjii.o 1 A 


NCBI GI 


g4158232 


BLAST score 


702 


E value 


8.0e-92 


Match length 


186 


% identity 


91 



25372 



NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(Y18626) reversibly glycosylated polypeptide [Triticum 
aestivum] 

190240 

115_6.R1039 

g5047803 

BLASTX 

gl895084 

244 

4.0e-22 

94 

67 

(U89897) golgi associated protein se-wap41 [Zea mays] 

190241 

115J7.R1039 

g3325997 

BLASTX 

g3646373 

1093 

1.0e-120 

219 
90 

(AJ011078) RGP1 protein [Oryza sativa] 
190242 

115_11.R1039 

LIB3149-020-Q1-K1-C12 

BLASTX 

g3860319 

764 

3.0e-81 

168 

89 

(AJ012686) nucleolar protein [Cicer arietinum] 

190243 

117_1.R1039 

LIB3120-054-P1-K1-C1 

BLASTX 

g464849 

2170 

0.0e+00 

432 

96 

TUBULIN ALPHA CHAIN >gi | 486847 | pir | IS36232 tubulin alpha 
chain - almond >gi | 20413 | emb | CAA4 7635 | (X67162) 
alpha-tubulin [Prunus dulcis] 

190244 

117_2.R1039 

LIB3197-012-P1-M1-C6 

BLASTX 

g2088651 

582 

1.0e-59 
425 



25373 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

190245 

117_4.R1039 

LIB3197-055-Q1-M1-H10 

BLASTX 

g267069 

867 

2.0e-93 

184 

90 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi i 320183 | pir | | JQ1594 
tubulin alpha chain - Arabidopsis thaliana >gi 1166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi 1166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

190246 

117_5.R1039 

LIB3165-017-P1-K1-F1 

BLASTX 

g2864610 

351 

4.0e-33 

128 

42 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi|4049336|emb|CAA22561| (AL034567) putative protein 
[Arabidopsis thaliana] 

190247 

117JL0.R1039 

LIB3083-010-Q1-L1-B1 

BLASTX 

gll74592 

228 

6.0e-35 

88 

86 

TUBULIN ALPHA- 1 CHAIN >gi | 2119270 | pir | | S60233 alpha-tubulin 
- garden pea >gi 1525332 (U12589) alpha-tubulin [Pisum 
sativum] 

190248 

120JL.R1039 

LIB3145-024-Q1-K1-C6 

BLASTX 

g3334157 

772 

3.0e-82 

170 

86 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 

(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 
>giU220142!emb|CAA59468| (X85185) cyclophilin 

[Catharanthus roseus] 



25374 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190249 

120_2.R1039 

LIB3189-016-P1-K1-A7 

BLASTX 

g464849 

2169 

0. 0e+00 

432 

95 

TUBULIN ALPHA CHAIN >gi | 486847 | pir | IS36232 tubulin alpha 
chain - almond >gi j 20413 1 emb | CAA4 7635 | (X67162) 
alpha- tubulin [Prunus dulcis] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190250 

120_3.R1039 

uC-gsf Imaxxa058c04bl 

BLASTX 

g267069 

724 

9.0e-77 

140 

96 

TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi | 320183 | pir || JQ1594 
tubulin alpha chain - Arabidopsis thaliana >gi 1166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi| 166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190251 

120_4.R1039 

uC-gsronu33B144a!0bl 

BLASTX 

g3334157 

714 

1.0e-75 

158 

86 

PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) (ROTAMASE) 
(CYCLOPHILIN) (CYCLOSPORIN A-BINDING PROTEIN) 
>gi| 1220142 | emb | CAA59468 | (X85185) cyclophilin 
[Catharanthus roseus] 



Seq. No. 
Contig ID 
5 1 -most EST 



190252 

120_6.R1039 

LIB3083-086-Q1-L1-A9 



Seq. No. 
Contig ID 
5' -most EST 



190253 

120_7.R1039 

LIB3166-028-P1-K1-H6 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



190254 

120JL1.R1039 

LIB3083-014-Q1-L1-A4 

BLASTX 

g2459445 

283 

2.0e-25 



25375 



Match length 

% identity 

NCBI Description 



72 
37 

(AC002332) 
thaliana] 



putative ribonucleoprotein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190255 

121JL.R1039 

LIB3272-058-P1-K1-H3 

BLASTX 

gl35406 

2055 

0.0e+00 

430 

90 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi | 997 68 | pir | IA32712 tubulin 
alpha-5 chain - Arabidopsis thaliana >gi 1166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi 1166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

190256 

121_2.R1039 

LIB3197-028-Q1-M1-A12 

BLASTX 

g464846 

724 

1.0e-76 

162 
83 

TUBULIN ALPHA- 6 CHAIN >gi | 322880 | pir | | S28983 tubulin 
alpha-6 chain - maize >gi | 22158 | emb | CAA4 4863 | (X63178) 
alpha-tubulin #6 [Zea mays] 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



190257 

121_3.R1039 

LIB3147-011-Q1-K1-F4 

BLASTX 

gl477428 

728 

5.0e-77 

137 

98 

(X99623) alpha-tubulin 



1 [Hordeum vulgar e] 



190258 

121_5.R1039 

LIB3147-041-Q1-K1-A5 

BLASTX 

g464847 

411 

9.0e-40 

82 

95 

TUBULIN ALPHA CHAIN >gi | 397913 | emb | CAA8 04 97 | 
tubulin [Euglena gracilis] 

190259 

122 1.R1039 



(Z22877) 



25376 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5442427 
BLASTN 
gl885382 
113 

1.0e-55 

1226 
82 

Arabidopsis thaliana phospholipase D (PLDbeta) mRNA, 
complete cds 

190260 

124_1.R1039 

uC-gsflnu33B083fllbl 

BLASTX 

g2500194 

884 

3.0e-95 

174 

97 

RAC-LIKE GTP BINDING PROTEIN ARAC5 >gi| 1293668 (U52350) 
GTP-binding protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



190261 

125JL.R1039 

LIB3048-001-Q1-L1-A1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190262 

126_1.R1039 

LIB3120-030-Q1-K1-C4 

BLASTX 

g4263711 

630 

2.0e-65 

165 

72 

(AC006223) putative CCR4-associated transcription factor 
[Arabidopsis thaliana] 

190263 

127JL.R1039 

LIB3189-048-P1-K1-D4 

BLASTX 

g2811025 

1881 

0.0e+00 

493 

70 

ASPARTIC PROTEINASE PRECURSOR >gi | 1 94 418 1 | db j | BAA19607 | 
(AB002695) aspartic endopeptidase [Cucurbita pepo] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



190264 

128J..R1039 

LIB3048-001-Q1-L1-A3 

BLASTX 

g2129597 

1113 

1.0e-122 



25377 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



225 
93 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi 11098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi 1 1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

190265 

128_2.R1039 

g5047605 

BLASTX 

g2129597 

1112 

1.0e-122 

238 

86 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi 1 1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi 1 1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

190266 

129JL.R1039 

LIB3135-026-Q1-K1-F11 

BLASTN 

g3402695 

36 

1.0e-10 

136 

82 

Arabidopsis thaliana chromosome II BAC T3K9 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


190267 




Contig ID 


130 1.R1039 




5 '-most EST 


LIB3197-037-Q1-M1- 


-B3 


Method 


BLASTX 




NCBI GI 


g2558512 




BLAST score 


149 




E value 


2.0e-09 




Match length 


92 




% identity 


45 




NCBI Description 


(AJ002020) proton 


pump 


Seq. No. 


190268 




Contig ID 


131 1.R1039 




5 '-most EST 


LIB3048-001-Q1-L1- 


-A6 


Method 


BLASTX 




NCBI GI 


g2129496 




BLAST score 


1389 




E value 


1.0e-156 




Match length 


285 




% identity 


98 




NCBI Description 


acetolactate synthase 




upland cotton 




Seq. No. 


190269 





interactor [Arabidopsis thaliana] 



{EC 4.1.3.18) precursor (clone A19) - 



25378 



contig lu 


loz l.KlUoy 


C I TOT* 

o -most cjol 


T T T2 "3 A ^ Q_fM 7_A1 _T 1 _TD O 

Llr>oU4o-U4 / -yi— .Ll-Bo 


Seq. No. 


i g ao*7 n 
i yuz / U 


contig iu 


1 OQ 1 "D 1 A "3 Q 


D IUUbL £>D 1 


T Q7-m R-P1 -Ml -A ^ 


Method 






gx / 4 yo 


BLAST score 


813 


E value 


4.0e-87 


Match length 


O 1 1 


% identity 


/ O 


NCBI Description 


(D45384) vacuolar H+-pyrophosphatase [Oryza sativa] 




>gi I 3298476 1 dbj IBAA31524I (AB012766) ovp2 [Oryza sativa] 


beq. wo. 


lyuz / 1 


contig id 






L1BJU4 o-U4 l~y 1— LI -Do 


Seq. No. 


lyUz /z 


Contig ID 


13d l.R10o_3 


O -most bo I 


goU4 yu / 4 


LYietnou. 


DT TVQT'V 


NCBI GI 


g3402693 


BLAST score 


350 


E value 


d . Ue- o 3 


Match length 


1 yf 1 
141 


% identity 


55 


NCBI Description 


(AC004697) unknown protein [Arabidopsis thaliana] 


Seq. No. 


190273 


Contig ID 


135 2.R1039 


b -most EST 


LIBolo 3-05CJ-P1-K1-A4 


Method 


dIiAo 1 IN 


NCBI GI 


g20163 


BLAST score 


73 


E value 


z . Ue-oz 


Matcn lengm 


a n c 
4 u o 


% identity 


83 


NCBI Description 


0. sativa Rrl5 mRNA for 5S ribosomal RNA 


Seq. No. 


190274 


Contig ID 


136_1.R1039 


o —most Jiib 1 


T /t K ACQ r\1 Zfl 7\ c 

Jj1BJ14 O — UO J— Q 1— Kl— AO 


Metnou. 


DT 71 CTY 

cij/iO 1 A 


JNUlJl (j1 


rrA t; 1 QCm 

g4oiyDU / 


BLAST score 


583 


E value 


2.0e-68 


Matcn length 


i a a 
loU 


% identity 


B4 


NCBI Description 


(D88434) protein abundantly expressed during apple fruit 




development [Malus domestical 


Seq. No. 


190275 


Contig ID 


137 1.R1039 


5 '-most EST 


g3325988 


Method 


BLASTX 



25379 



NCBI GI 


g3292829 


BLAST score 


216 


E value 


4 . Oe-24 


Matcn lengtn 


11U 


% identity 


57 


NCBI Description 


(AL031018) putative prot 


Seq. No. 


-t r\ r\ o ~i /~ 

190276 


Contig ID 


l38_l.Rl039 


d -most EST 


LIB3048-001-Q1-L1-B2 


Method 


BLASTX 


NCBI GI 


g3128174 


BLAST score 


275 


E value 


2 . Oe-24 


Match lengtn 


79 


% identity 


73 


NCBI Description 


(AC004521) hypothetical 


Seq. No. 


*i rv rv o 1 *7 

190277 


Contig ID 


139_ 1.R1039 


5 "-most EST 


LIB3048-033-Q1-L1-G4 


Seq. No. 


190278 


Contig ID 


140_1.R1039 


5 1 -most EST 


LIB3048-001-Q1-L1-B4 


Method 


T> T "71 f*% m T T 

BLASTX 


NCBI GI 


gl572819 


BLAST score 


240 


E value 


4.0e-20 


Match length 


107 


% identity 


47 


NCBI Description 


(U70855) similar to the 




elegans] 


Seq. No. 


190279 


Contig ID 


141 1.R1039 


5 -most EST 


LIB3048-003-Q1-L1-F6 


Met nod 


BLASTX 


NCBI GI 


g3775989 


BLAST score 


285 


E value 


2.0e-25 


Match length 


71 


% identity 


76 


NCBI Description 


(AJ010458) RNA helicase 


Seq. No. 


190280 


Contig ID 


142_1.R1039 


5 T -most EST 


LIB3197-020-Q1-M1-F4 


Metnod 


BLASTX 


NCBI GI 


g729470 


BLAST score 


1582 


E value 


1.0e-177 


Match length 


351 


% identity 


85 



NCBI Description 



MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 
{NAD-DEPENDENT FORMATE DEHYDROGENASE) (FDH) 
>gi 1542089 | pir||JQ2272 formate dehydrogenase (EC 1.2.1.2) 



25380 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



precursor, mitochondrial - potato >gi | 297798 | emb | CAA7 9702 | 
(Z21493) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



190281 

143J..R1039 

LIB3149-042-Q1-K1-H3 

BLASTX 

gl754522 

251 

2.0e-21 

107 

47 

(D8 9984) ornithine decarboxylase 



[Nicotiana tabacum] 



190282 

144_1.R1039 

g5049396 

BLASTX 

g3876865 

243 

4.0e-20 

173 

35 

(Z81534) predicted using Genefinder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 

190283 

145JL.R1039 

LIB3048-001-Q1-L1-B9 

190284 

147JL.R1039 

LIB3048-007-Q1-L1-E2 

BLASTX 

g3335351 

482 

1.0e-48 

135 

11 

(AC004512) Similar to ERECTA receptor protein kinase * 
gb|D83257 from A. thaliana. ESTs gb|T41629 and gb|AA586072 
come from this gene. [Arabidopsis thaliana] 

190285 

148_1.R1039 

g5048681 

BLASTX 

g2632109 

574 

3.0e-63 

215 

61 

(AJ000508) phospholipid glutathione peroxidase [Pisum 
sativum] 



25381 



Seq. No. 
Contig ID 
5 T -most EST 



190286 

148_2.R1039 

LIB3145-024-Q1-K1-D12 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190287 

148_3.R1039 

LIB3048-001-Q1-L1-C12 

BLASTX 

gl708062 

170 

8.0e-12 

96 

40 

GLUTATHIONE PEROXIDASE HOMOLOG PRECURSOR 
>gi|2129599|pir| IS71250 glutathione peroxidase - 
Arabidopsis thaliana >gi | 1061036 | emb | CAA61965 | (X89866) 
glutathione peroxidase [Arabidopsis thaliana] 

190288 

150_1.R1039 

LIB3166-028-P1-K1-A6 

BLASTX 

g2 4 438 90 

580 

1.0e-59 

156 

72 

(AC002294) similar to NAM {gp | X92205 | 1321924 ) and CUC2 
(gp|AB002560 11944132) proteins [Arabidopsis thaliana] 

190289 

150_2.R1039 

LIB3048-038-Q1-L1-G5 

BLASTX 

g2443890 

484 

1.0e-48 

122 

74 

(AC002294) similar to NAM (gp | X92205 | 1321924) and CUC2 
(gp|AB002560 | 1944132) proteins [Arabidopsis thaliana] 

190290 

151_1.R1039 

LIB3166-008-P1-K1-C5 

BLASTX 

g2833386 

870 

9.0e-94 

199 

87 

RIBULOSE-PHOSPHATE 3-EPIMERASE PRECURSOR 
(PENTOSE-5-PHOSPHATE 3-EPIMERASE) (PPE) (RPE) (R5P3E) 
>gi|2129493|pir | | S62724 ribulose-phosphate 3-epimerase (EC 
5.1.3.1) precursor - spinach >gi| 1162980 (L42328) 
ribulose-5-phosphate 3-epimerase [Spinacia oleracea] 



25382 




>gi 1 3264788 (AF070941) ribulose-phosphate 3-epimerase 
[Spinacia oleracea] >gi 1 1587969 1 prf | | 2207382A 
D-ribulose-5-phosphate 3-epimerase [Sorghum bicolor] 



Seq. No. 


lyuzyi 


Contig ID 


151 2.R1039 


5 '-most EST 


LIB3120-020-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4 102703 


BLAST score 


395 


E value 


3 . Oe-38 


Match length 


117 


% identity 


72 


NCBI Description 


(AF015274) ribulose-5-phosphate-3-epimerase [Arabidopsis 




thaliana] 


Seq. No. 


190292 


Contig ID 


153_1.R1039 


5' -most EST 


LIB3048-018-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g4539335 


BLAST score 


304 


E value 


9.0e-28 


Match length 


133 


% identity 


43 


NCBI Description 


(AL035539) putative protein [Arabidopsis thaliana] 


Seq. No. 


190293 


Contig ID 


154_1.R1039 


5' -most EST 


g3325788 


Method 


BLASTX 


NCBI GI 


g2443329 


BLAST score 


541 


E value 


3 . Oe-55 


Match length 


189 


% identity 


59 


NCBI Description 


(D86122) Mei2-like protein [Arabidopsis thaliana] 


Seq. No. 


190294 


Contig ID 


ice i ni non 

loo I.RlUo9 


5 '-most EST 


LIB3048-001-Q1-L1-H1 


Method 


BLASTN 


NCBI GI 


g3869074 


BLAST score 


33 


E value 


1.0e-08 


Match length 


33 


% identity 


100 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MMI9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



190295 

156_1.R1039 

g5047444 

BLASTX 

g2978452 

167 

4.0e-21 



25383 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 
E value 



80 
58 



(AE001274) MCAK; L549.3 [Leishmania major] 



190296 

156_2.R1039 

uC-gsflmaxxa039d02bl 

BLASTN 

g4159706 

36 

2.0e-10 

96 

90 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGL6, complete sequence [Arabidopsis thaliana] 

190297 

157JL.R1039 

LIB3048-033-Q1-L1-H2 

BLASTX 

g3426048 

448 

2.0e-44 

157 

76 

(AC005168) putative hydroxymethylglutaryl-CoA lyase 
precursor [Arabidopsis thaliana] 

190298 

158JL.R1039 

LIB3048-011-Q1-L1-D2 

BLASTX 

g606942 

421 

3.0e-41 

152 

58 

(U13760) unknown [Gossypium hirsutum] 

190299 

162JL.R1039 

LIB3048-045-Q1-L1-D9 

BLASTX 

g4454052 

144 

6.0e-09 

89 
42 

(AL035394) hypothetical protein [Arabidopsis thaliana] 

190300 

167_1.R1039 

LIB3083-070-Q1-L1-A9 

BLASTX 

gl370166 

996 

1.0e-108 



25384 



Match length 203 
% identity 95 

NCBI Description (Z73932) RAB1C [Lotus japonicus] 

Seq. No. 190301 

Contig ID 168JL.R1039 

5' -most EST LIB3048-009-Q1-L1-D4 

Method BLASTX 

NCBI GI g3033377 

BLAST score 209 

E value 9.0e-17 

Match length 106 

% identity 42 

NCBI Description (AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

Seq. No. 190302 

Contig ID 169JL.R1039 

5' -most EST LIB3145-016-Q1-K1-E7 

Method BLASTX 

NCBI GI g4539315 

BLAST score 452 

E value 1.0e-44 

Match length 196 

% identity 4 9 

NCBI Description (AL035679) putative zinc finger protein [Arabidopsis 
thaliana] 

Seq. No. 190303 

Contig ID 170_1.R1039 

5 '-most EST uC-gsronu33B055b07bl 

Method BLASTX 

NCBI GI gll07526 

BLAST score 684 

E value 6.0e-72 

Match length 173 

% identity 75 

NCBI Description (X87931) SIEP1L protein [Beta vulgaris] 

Seq. No. 190304 

Contig ID 173__1.R1039 

5 '-most EST LIB3083-078-Q1-L1-C10 

Method BLASTX 

NCBI GI gll72874 

BLAST score 7 67 

E value 2.0e-81 

Match length 260 

% identity 62 

NCBI Description DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi| 479589|pir| [S34823 dehydration-induced protein RD22 - 
Arabidopsis thaliana >gi | 391608 | dbj | BAA0154 6 | (D10703) rd22 
[Arabidopsis thaliana] >gi I 447134 |prf | 1 1913421A rd22 gene 
[Arabidopsis thaliana] 

Seq. No. 190305 

Contig ID 173_2.R1039 

5' -most EST LIB3197-008-P1-M1-F5 



25385 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



BLASTX 

gl255951 

935 

1.0e-101 

200 
82 

(X96932) 



PS60 [Nicotiana tabacum] 



190306 

173_3.R1039 

g5047853 

BLASTX 

gll72874 

204 

1.0e-15 

172 

33 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 
>gi|479589|pir| IS34823 dehydration-induced protein RD22 - 
Arabidopsis thaliana >gi I 391608 | dbj | BAA0154 6 1 (D10703) rd22 
[Arabidopsis thaliana] >gi | 447134 | prf | | 1913421A rd22 gene 
[Arabidopsis thaliana] 

190307 

175_1.R1039 

g3326814 

190308 

176_1.R1039 

LIB3135-040-Q1-K1-F2 

BLASTX 

g548774 

920 

2.0e-99 

241 

75 

60S RIBOSOMAL PROTEIN L7A >gi | 542158 | pir | | S38360 ribosomal 
protein L7a - rice >gi I 303855 1 dbj | BAA02156 | (D12631) 
ribosomal protein L7A [Oryza sativa] 

190309 

176_3.R1039 

LIB3145-015-Q1-K1-B1 

BLASTX 

g548774 

284 

2.0e-25 

73 

75 

60S RIBOSOMAL PROTEIN L7A >gi | 542158 | pir | | S38360 ribosomal 
protein L7a - rice >gi | 303855 | dbj | BAA02156 | (D12631) 
ribosomal protein L7A [Oryza sativa] 

190310 

176_5.R1039 

LIB3146-053-Q1-K1-C6 

BLASTX 



25386 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g548774 
387 

2.0e-37 

100 

74 

60S RIBOSOMAL PROTEIN L7A >gi | 542158 | pir | IS38360 ribosomal 
protein L7a - rice >gi | 303855 | dbj | BAA02156 | (D12631) 
ribosomal protein L7A [Oryza sativa] 

190311 

177JL.R1039 

uC-gsflnu33B130g09bl 

BLASTX 

g3549691 

887 

1.0e-95 

209 

74 

(AJ010501) thaumatin-like protein PR-5b [Cicer arietinum] 



190312 

177_2.R1039 

LIB3135-062-Q1-K1-H11 

190313 

177_4.R1039 

LIB3135-036-Q1-K1-G4 

BLASTX 

g3549691 

442 

1.0e-43 

104 

72 

(AJ010501) thaumatin-like protein PR-5b [Cicer arietinum] 

190314 

178JL.R1039 

LIB3165-017-P1-K1-A2 

BLASTX 

g2576361 

545 

6.0e-56 

113 

84 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 

190315 

17 9_1.R1039 

g3325929 

BLASTX 

g3242705 

840 

4.0e-90 

178 

87 

(AC003040) putative nicotinate phosphoribosyltransf erase 



25387 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



[Arabidopsis thaliana] 

190316 

179_2.R1039 

LIB3048-045-Q1-L1-B11 

BLASTX 

g3242705 

367 

4.0e-35 

83 

78 

(AC003040) putative nicotinate phosphoribosyltransf erase 
[Arabidopsis thaliana] 

190317 

182JL.R1039 

LIB3048-001-Q1-L1-G10 

190318 

183JL.R1039 

LIB3048-006-Q1-L1-F9 

190319 

185_1.R1039 

LIB3048-001-Q1-L1-G2 

190320 

187_1.R1039 

uC-gsflnu33B005f07bl 

BLASTX 

g3924597 

233 

4.0e-19 

150 

39 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 

190321 

188_1.R1039 

LIB3120-015-Q1-K1-A7 

BLASTX 

g2739046 

281 

1.0e-41 

146 

61 

(AF024 652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

190322 

189_1.R1039 

LIB3048-014-Q1-L1-C10 

BLASTX 

g4325324 

658 

3.0e-69 
133 



25388 



% identity 

NCBI Description 



# 



92 

(AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] 



Seq. No. 


190323 


Contig ID 


196_1.R1039 


C T _-m/-\ a +- T? QT 1 
D IUOSL iLi>l 


T TmAyiQ-flO^ A1 TT TT1 A 

JU1JDJU4 o-uzo— yi-lil-hiu 


riennoa 


DT A CTV 


NCBI GI 


g4115371 


BLAST score 


304 


E value 


i n /-> 11 


ftyT o V> T anil 1 

iYiaL.cn iengL.n 


lob 


% identity 


42 


NCBI Description 


(AC005967) unknown protein 


oeq. 1NO . 


1 OH "3 1 A 

iyuoz4 


L-onuig lu 




o most, hol 


LIB3048-U01-Q1-L1-H3 


Seq. No. 


-1 c\ r\ n o c 

190325 


Contig ID 


198 1.R1039 


o -most: hoi 


LIB3U4b-006-Ql-Ll-Cll 


Seq. No. 


190326 


Contig ID 


200_1.R1039 


d -most I 


LIB3048-004-Q1-L1-F11 


Method 


BLASTX 


NuBl (j± 


g4538913 


bLAbr score 


336 


E value 


2 . 0e-31 


Match length 


79 


% identity 


81 


NLBl Description 


(AL049482) putative protein 


oeq. jno. 


lyuoz / 


Contig ID 


201 1.R1039 


5 '-most EST 


LIB3048-036-Q1-L1-G5 


Metnoa 


BLASTN 


NLB1 Gl 


g4159706 


nLiAoi score 


o o 
oo 


E value 


9. Oe-42 


Maicn lengtn 


z 


identity 


86 


NCBI Description 


Arabidopsis thaliana genomi 




MGL6, complete sequence [Ar 


Seq. No. 


190328 


Contig ID 


204 1.R1039 


5 '-most EST 


g5045792 


Method 


BLASTX 


NCBI GI 


g3478700 


BLAST score 


1111 


E value 


1.0e-121 


Match length 


354 


% identity 


62 



NCBI Description (AF034387) AFT protein [Arabidopsis thaliana] 



25389 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



190329 

204_2.R1039 

LIB3083-015-Q1-L2-A5 

BLASTX 

g2262170 

536 

9.0e-55 
187 
58 

(AC002329) 
thaliana] 



predicted glycosyl hydrolase [Arabidopsis 



190330 

204_3.R1039 

uC-gsronu33B078hllbl 

BLASTX 

g549986 

340 

8.0e-32 

81 

83 

(U13149) 
ciliare] 



possible apospory-associated protein [Pennisetum 



190331 

204_4.R1039 

LIB3197-025-Q1-M1-C6 

BLASTX 

g2262170 

183 

2.0e-13 

62 
58 

(AC002329) 
thaliana] 



predicted glycosyl hydrolase [Arabidopsis 



190332 

204_5.R1039 

LIB3165-019-P1-K1-D2 

BLASTX 

g2262170 

246 

8.0e-21 

136 
42 

(AC002329) predicted glycosyl hydrolase [Arabidopsis 
thaliana] 

190333 

204_6.R1039 

LIB3165-007-P1-K1-E12 

190334 

205_2.R1039 

LIB3166-002-Q1-K1-H6 

BLASTX 

g3955021 



25390 




BLAST score 


758 


E value 


1.0e-80 


Match length 




% identity 


71 


NCBI Description 


(AJ010811) HB2 homeodomain protein [Populus tremula x 




Populus tremuloides] 


oeq. NO. 


lyiljjj 


Contig ID 


206 1.R1039 


o -most EST 


LIB304 8-017 -Q1-L1-B11 


Seq. No. 


190336 


Contxg ID 


208_1.R1039 


nr i -v, a <-> 4- tt 1 o m 
3 -ItLOSU CjOI 


T Tmi OC H/IO nl TVI no 

LlBJio3-U4 3-Pl-Kl-Eo 


L v ie Liioci 


"DT A OrpV 


NCBI GI 


gl402912 


BLAST score 


1159 


E value 


1 . Oe-127 


Match length 


307 


% identity 


72 


NCBI Description 


(X98317) peroxidase [Arabidopsis thaliana] 


Seq. No. 


190337 


Contig ID 


209_1.R1039 


o -most EST 


LIB3120-023-Q1-K1-C1 


Method 


BLAoIa 


NCBI GI 


g2501850 


BLAST score 


2127 


E value 


0 . 0e+00 


Match length 


428 


^ identity 




NCBI Description 


(AF012823) GDP dissociation inhibitor [Nicotiana tafoacum] 


Seq. No. 


190338 


Contig ID 


209_2 .R1039 


o -most EST 


uC-gsf lnu33B108g05bl 


Method 


BLASTX 


NCBI GI 


g417148 


DitAbl score 


coo 
Ooo 


E value 


1.0e-60 


Match length 


221 


% identity 


53 


NCBI Description 


PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 26A) 




(G2-4) >gi | 99912 |pir M A33654 heat shock protein 26A - 




soybean >gi | 169981 (M20363) Gmhsp26-A [Glycine max] 


Seq. No. 


190339 


Contig ID 


209_3.R1039 


o -most EST 


LIB3272-022-P1-K1-F5 


Method 


BliAbTX 


NCBI bl 


g39803y3 


BLAST score 


384 


E value 


4.0e-37 


Match length 


110 


% identity 


63 


NCBI Description 


(AC004561) putative glutathione S-transf erase [Arabidopsis 




thaliana] 



25391 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



190340 

210JL.R1039 

LIB3048-052-Q1-L1-F11 

BLASTX 

gl001135 

192 

2.0e-14 

76 

68 

(D64001) acetolactate synthase [Synechocystis sp.] 

190341 

211_1.R1039 

LIB3189-040-P1-K1-B10 

BLASTX 

g480450 

789 

2.0e-84 

195 

81 

ketol-acid reductoisomerase (EC 1.1.1.86) - Arabidopsis 
thaliana >gi | 402552 | emb | CAA49506 | (X69880) ketol-acid 
reductoisomerase [Arabidopsis thaliana] 

190342 

212_1.R1039 

LIB3272-010-P1-K1-G8 

BLASTX 

gll73253 

918 

3.0e-99 

230 
82 

40S RIBOSOMAL PROTEIN S3 >gi | 543317 | pir | | S41170 ribosomal 
protein S3 - mouse >gi | 57728 | emb | CAA35 916 | (X51536) 
ribosomal protein S3 (AA 1-243) [Rattus rattus] 
>gi|439522|emb|CAA54167| (X76772) ribosomal protein S3 [Mus 
mus cuius] 

190343 

213_1.R1039 

LIB3048-002-Q1-L1-A9 

BLASTX 

g2642158 

1292 

1.0e-143 

323 

74 

(AC003000) hypothetical protein [Arabidopsis thaliana] 

190344 

214_1.R1039 

LIB3147-024-Q1-K1-C3 

BLASTX 

g3641837 

1148 



25392 



E value 
Match length 
% identity 
NCBI Description 



1.0e-126 

312 
74 

(AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5* -most EST 



190345 

215JL.R1039 

g3326193 

190346 

215_2.R1039 

g3325940 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190347 

217JL.R1039 

LIB3048-029-Q1-L1-E4 

BLASTX 

gl709358 

255 

9.0e-27 

132 

50 

NUCLEOSIDE-TRIPHOSPHATASE (NUCLEOSIDE TRIPHOSPHATE 
PHOSPHOHYDROLASE) (NTPASE) >gi | 629638 | pir | | S48859 
nucleoside triphosphatase - garden pea 
>gi|2129890|pirMS65147 nucleoside triphosphatase 
precursor, chromatin-associated - garden pea 
>gi|563612|emb|CAA83655| (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi | 4519173 | dbj | BAA75506 . 1 | (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 

190348 

218_1.R1039 

uC-gsflnu33B071f03bl 

BLASTX 

g232024 

609 

7.0e-63 

266 

52 

PROTEIN E6 >gi| 421806|pir| IA46130 fiber protein - upland 
cotton >gi|2129498|pir| IS65061 fiber protein E6 (clone 
CKE6-1A) - upland cotton >gi 1167323 (M92051) 5 r start site 
is putative; putative [Gossypium hirsutum] >gi 11000084 
(U30505) E6 [Gossypium hirsutum] 

190349 

220_1.R1039 

LIB3048-003-Q1-L1-A5 

BLASTX 

g4115379 

164 

2.0e-ll 

87 
51 

(AC005967) putative carbonyl reductase [Arabidopsis 



25393 



thaliana] 



Seq. No. 


190350 


Contig ID 


ii\ i.RiUoy 


5' -most EST 


LIBJ197-04 1-Q1-M1-B11 


Seq. No. 


190351 


uontig id 




5 -most EST 


LIB304 8-024-Q1-L1-A1 


Seq. No. 


190352 


contig id 


l.Kluoy 


5' -most EST 


LIB3048-042-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g3218396 


BLAST score 


370 


E value 


6. 0e-35 


Match length 


194 


% identity 


42 


NCBI Description 


(AL023860) hypothetical protein [Schizosaccharomyce 


Seq. No. 


190353 


Contig ID 


2.15 1.R1U39 


5 '-most EST 


LIB3048-014-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


g3024756 


BLAST score 


230 


E value 


5 . 0e-19 


Match length 


136 


% identity 


35 


NCBI Description 


TYPE II DNA TOPOISOMERASE VI SUBUNIT B 




>gi | 1926403 | emb | CAA7 1604 | (Y10582) type II DNA 




topoisomerase subunit B [Sulfolobus shibatae] 


Seq. No. 


190354 


Contig ID 


224_l.Rl039 


5 -most EST 


LIB3048-012-Q1-L1-B8 


Seq. No. 


190355 


Contig ID 


225_l.Rl039 


5 1 -most EST 


g3326156 


Seq. No. 


190356 


Contig ID 


225 2.R1039 


5 -most EST 


uC-gsf lnu33B036d05bl 


Seq. No. 


190357 


Contig ID 


225 3.R1039 


5' -most EST 


uC-gsflnu33B142c02bl 


Seq. No. 


190358 


Contig ID 


226 1.R1039 


5 '-most EST 


LIB304 8-010-Q1-L1-G6 


Seq. No. 


190359 


Contig ID 


226 2.R1039 


5' -most EST 


LIB3148-011-Q1-K1-E3 



25394 



beq. No. 


lyuobu 


uonuig iu 


zz / i . Kiuoy 


C 1 _ty*/^o+- IT Q rn 
3 IROS L LOi 


ijltioiy / Ull rl nl All 


Method 


BLASTX 


NCBI GI 


g4455208 


BLAST score 


louo 


E value 


1 . Oe-172 


Match length 


394 


% identity 


7 6 


NCBI Description 


(ALU3o44U) putative protein 


Seq. No. 


190361 


uontig id 


zz / z . RluJy 


O ItlOSTl tiO L 


liloolbo - U4 / — yi Jxl— r4 


Method 


BLASTX 


NCBI GI 


g4455208 


BLAST score 


Dl J 


E value 


o . Oe-oz 


Match length 


142 


% identity 


/3 


NCBI Description 


(AL035440) putative protein 


Seq. No. 


190362 


Contig ID 


227 3.R1039 


b -most EST 


LIB3145-048-Q1-K1-A5 


Method 


rSLAo 1a 


NCBI GI 


g4249382 


BLAST score 


2046 


E value 


0.0e+00 


Match length 


520 


% identity 


78 


NCBI Description 


(AC005966) Strong similarity 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



putative permease from Arabidopsis thaliana BAC 
gb|ACG04481. [Arabidopsis thaliana] 

190363 

227_4.R1039 

LIB3165-045-Q1-K1-H12 

BLASTX 

g4249382 

686 

4.0e-72 

186 

73 

(AC005966) Strong similarity to gi 13337350 F13P17.3 
putative permease from Arabidopsis thaliana BAC 
gb|AC004481. [Arabidopsis thaliana] 

190364 

227_6.R1039 

LIB3120-019-Q1-K1-A2 

BLASTX 

g4455208 

450 

2.0e-44 
150 



25395 




% identity 


62 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana 


Seq. No. 


190365 


Contig ID 


228 1.R1039 


5 1 -most EST 


LIB3048-002-Q1-L1-C5 


Seq. No. 


190366 


Contig ID 


229_1.R1039 


5 '-most EST 


LIB3048-026-Q1-L1-H11 


Seq. No. 


190367 


Contig ID 


230_1.R1039 


5 '-most EST 


LIB3145-050-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl335862 


BLAST score 


759 


E value 


l.-0e-155 


Match length 


303 


% identity 


91 


NCBI Description 


(U42608) clathrin heavy chain [Glycine max] 


Seq. No. 


190368 


Contig ID 


230_2.R1039 


5 '-most EST 


LIB3048-039-Q1-L1-F3 


Method 


BLASTX 


NCBI GI 


gl335862 


BLAST score 


462 


E value 


4.0e~4 6 


Match length 


127 


% identity 


72 


NCBI Description 


(U42608) clathrin heavy chain [Glycine max] 


Seq. No. 


190369 


Contig ID 


231_1.R1039 


5' -most EST 


LIB3048-037-Q1-L1-B8 


Method 


BLASTX 


NCBI GI 


g633110 


BLAST score 


671 


E value 


9.0e-71 


Match length 


137 


% identity 


95 


NCBI Description 


{D31843} plasma membrane H+-ATPase [Oryza sativa] 


Seq. No. 


190370 


Contig ID 


232 1.R1039 


5 '-most EST 


g3325903 


Seq. No. 


190371 


Contig ID 


232_2.R1039 


5 '-most EST 


LIB3135-034-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4091008 


BLAST score 


292 


E value 


3.0e-26 


Match length 


108 


% identity 


56 



25396 



NCBI Description (AF040700) methionyl-tRNA synthetase [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190372 

234JL.R1039 

uC-gsflnu33B066a04bl 

BLASTX 

g3212866 

204 

6.0e-16 

135 
33 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



190373 

235_1.R1039 

LIB3048-025-Q1-L1-H4 



Seq. No. 

Contig ID 
5' -most EST 



190374 

236_1.R1039 

LIB3048-030-Q1-L1-F11 



Seq. No. 
Contig ID 
5" -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



190375 

238_1.R1039 

LIB3165-013-P1-K1-G3 

BLASTX 

gl350680 

1335 

1.0e-148 

331 

77 



NCBI Description 60S RIBOSOMAL PROTEIN LI 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190376 

238_2.R1039 

uC-gsflnu33B138bllbl 

BLASTX 

gl350680 

428 

6.0e-42 

122 
73 

60S RIBOSOMAL PROTEIN LI 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190377 

238_3.R1039 

g5044542 

BLASTX 

gl350680 

815 

3.0e-87 

200 

78 

60S RIBOSOMAL PROTEIN LI 



Seq. No. 
Contig ID 
5' -most EST 



190378 

238_4.R1039 

LIB3166-030-P1-K1-E7 



25397 





IDT TVCrpY 




NCBI GI 


gl350680 




BLAST score 


535 




E value 


l . Ue-o4 




Match, length. 






•6 identity 


/o 




NCBI Description 


60S RIBOSOMAL PROTEIN 


LI 


Seq. No. 


190379 




Contig ID 


238 5.R1039 




o -most iiibi 


T TD"01 /I 7 He/1 Oi *1 tv--i n-i o 

LIBol4 /-(J34-Q1-K1-D12 










MPDT (IT 






BLAST score 


246 




E value 


7.0e-21 




Match length 


74 




% identity 


65 




NCBI Description 


60S RIBOSOMAL PROTEIN 


LI 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190380 

244_1.R1039 

LIB3048-019-Q1-L1-B4 

BLASTX 

g544250 

550 

1.0e-56 

135 

77 

ER LUMEN PROTEIN RETAINING RECEPTOR (HDEL RECEPTOR) 
>gi|541860|pir||A49677 endoplasmic reticulum retention 
receptor Erd2 - Arabidopsis thaliana 

190381 

245_1.R1039 

LIB3048-053-Q1-L1-A9 

BLASTX 

g2062167 

205 

5.0e-34 

116 

64 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



190382 

247_1.R1039 

LIB3048-011-Q1-L1-B8 

BLASTN 

g4388705 

39 

2.0e-12 

103 

90 

Arabidopsis thaliana chromosome I BAC F20D21 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 



190383 



25398 



Contig ID 


248_1.R3.039 


5 '-most EST 


LIB3048-047-Q1-L1-D3 


Seq. No. 


190384 


Contig ID 


249_1.R1039 


5 '-most EST 


LIB3147-033-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


gl350983 


BLAST score 


552 


E value 


1 . Oe-112 


Match length 


235 


% identity 


86 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 


Seq. No. 


-i r\ f\ *i ft i~ 

190385 


Contig ID 


249 2.R1039 


5 -most EST 


LIB316o-01o-Pl-Kl-H4 


Method 


BLASTX 


NCBI bl 


gioooy / i 


BLAST score 


396 


E value 


2.0e-39 


Match length 


96 


% identity 


89 


NCBI Description 


(D26058) This gene is 



(CYC07 PROTEIN) 



S phase 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

190386 

249_3.R1039 

LIB3135-053-Q1-K1-D8 

BLASTX 

g2661422 

273 

5.0e-24 

66 

83 

(AJ001342) Putative S-phase-specif ic ribosomal protein 
[AraMdopsis thaliana] >gi | 3096936 | emb | CAA18846 . 1 1 
(AL023094) Putative S-phase-specif ic ribosomal protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 



190387 

249_4.R1039 

LIB3189-043-P1-K1-A12 

BLASTX 

gl856971 

537 

7.0e-55 

137 

78 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

190388 

249J7.R1039 

LIB3083-057-Q1-L1-A12 



25399 



Method 


TJT 7\ O rpv 

BLAoiA 


NCBI GI 


gl350983 


BLAST score 


285 


E value 


1 . Oe-25 


Match length 


72 


% identity 


81 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 


Seq. No, 


■1 n a i n A 

190389 


Contig ID 


250 1.R1039 


5 1 -most EST 


LIB3147-032-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3152576 


BLAST score 


734 


E value 


1.0e-77 


Match length 


257 


% identity 


DO 


: NCBI Description 


(AC002986) Similar to 




gb|L27 651 from Rattus 


Seq, No. 


190390 


Contig ID 


250_2.R1039 


5 1 -most EST 


LIB3048-027-Q1-L1-A11 


Method 


BLASTX 


NCBI GI 


g3152576 


BLAST score 


405 


E value 


1.0e-39 


Match length 


132 


% identity 


60 


NCBI Description 


(AC002986) Similar to 




gb|L27651 from Rattus 


Seq. No. 


190391 


Contig ID 


251_2.R1039 


5 ' -most EST 


LIB3048-036-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


g629864 


BLAST score 


182 


E value 


2.0e-13 


Match length 


73 


% identity 


66 


NCBI Description 


histone H2B - garden 




(X82362) histone 2B [, 


Seq. No. 


190392 


Contig ID 


252_1 .R1039 


5 '-most EST 


LIB3048-022-Q1-L1-F5 


Seq. No, 


190393 


Contig ID 


254_1.R1039 


5' -most EST 


LIB3048-002-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


g3047084 


BLAST score 


772 


E value 


1.0e-139 


Match length 


306 


% identity 


78 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



25400 



NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 



(AF058914) similar to aminoacyl-tRNA synthetases 
[Arabidopsis thaliana] 

190394 

255JL.R1039 

LIB3048-049-Q1-L1-B11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190395 

256_1.R1039 

LIB3048-048-Q1-L1-D5 

BLASTX 

g2191183 

285 

1.0e-25 

113 
46 

(AF007271) similar to the ligand-gated ionic channels 
family [Arabidopsis thaliana] 

190396 

259JL.R1039 

LIB3120-023-Q1-K1-D2 

BLASTX 

gl658197 

1587 

1.0e-177 

330 

86 

(U74630) calreticulin [Ricinus communis] >gi 11763297 
(U74631) calreticulin [Ricinus communis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190397 

259_2.R1039 

LIB3272-004-P1-K1-F5 

BLASTX 

g465820 

600 

4.0e-62 

161 

65 

HYPOTHETICAL 18.5 KD PROTEIN C40H1.6 IN CHROMOSOME III 
>gi I 280536 |pir||S28301 hypothetical protein C40H1.6 - 
Caenorhabditis elegans >gi | 3874819 | emb I CAA79557 | (Z19154) 
C40H1.6 [Caenorhabditis elegans] 

190398 

259_3.R1039 

LIB3147-054-Q1-K1-C6 

BLASTX 

g465820 

594 

3.0e-61 

161 
65 

HYPOTHETICAL 18.5 KD PROTEIN C40H1.6 IN CHROMOSOME III 
>gi|280536|pir| [S28301 hypothetical protein C40H1.6 - 
Caenorhabditis elegans >gi | 3874819 | emb | CAA79557 | (Z19154) 



25401 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



C40H1.6 [Caenorhabditis elegans] 

190399 

259_4.R1039 

LIB3135-031-Q1-K1-F8 

190400 

259_5.R1039 

LIB3147-029-Q1-K1-C1 

BLASTX 

g4335864 

546 

1.0e-55 

130 

75 

(AF052040) calreticulin [Berberis stolonifera] 

190401 

259J7.R1039 

uC-gsflmaxxa098f09bl 

190402 

260_1.R1039 

LIB3048-002-Q1-L1-F3 

BLASTX 

g2342728 

217 

1.0e-17 

88 

43 

(AC002341) Cysteine proteinase isolog [Arabidopsis 
thaliana] 

190403 

264_1.R1039 

LIB3048-020-Q1-L1-G12 

190404 

266_1.R1039 

LIB3048-029-Q1-L1-F4 

190405 

267_1.R1039 

LIB3048-020-Q1-L1-A7 

BLASTX 

g4433048 

393 

4.0e-38 

123 

62 

(D26578) DNA-binding protein [Daucus carota] 

190406 

272J..R1039 

LIB3048-023-Q1-L1-E4 

BLASTX 

g2462826 



25402 




BLAST score 


418 


E value 


A C\ ^ A 1 

4 . ue-4 1 


ixiaT-.cn lengun 


14 0 




3 4i 


NCBI Description 


(AF000657) unknown protein [Arabidopsis thaliana] 


Seq. No. 


t a a a n "7 

190407 


Contig ID 


273__1 . R1Q39 


o -most: boi 


uC-gsronuooBUUoeUzbl 


Method. 


DT 7V C TV 




go ou ooo o 


BLAST score 


249 


E value 


5.0e-21 


Matcn lengtn 


o c 
0 o 


% identity 


00 


NCBI Description 


(AF074843) peroxisomal targeting signal type 1 receptor 




[Arabidopsis thaliana] 


Seq. No* 


1 A A A A A 

190408 


Contxg ID 


274 1.R1039 


o -most to l 


LIBJ14 /-UUo-Ql-Kl-F/ 




DT 7A QTY 


NCBI GI 


g4490317 


BLAST score 


291 


E value 


1 . Oe-25 


Matcn lengtn 


1 A A 

140 


% identity 


42 


NCBI Description 


(AL035678) putative protein [Arabidopsis thaliana] 


Seq. No. 


190409 


Contig ID 


276 1.R1039 


o -most EST 


T "I" T^i A A A A A1 A /-v -I T "l nri 

LIB3048-012-Q1-L1-E2 


Method 


DT 7\ O rpv 

BLASTX 


NCBI GI 


g!698548 


BLAST score 


1099 


E value 


l . 0e-l20 


Match lengtn 


A "3 A 

239 


% identity 


85 


NCBI Description 


(U58971) calmodulin-binding protein [Nicotiana tabacum] 


Seq. No. 


190410 


Contig ID 


280 1.R1039 


o -most EST 


T T n O A VI O AAA /"N 1 x "1 TT *1 A 

LIB3048-002-Q1-L1-H12 


i v ie inou 




NCBI GI 


g3123515 


BLAST score 


724 


E value 


1 . 0e-76 


Match length 


151 


% identity 


92 


NCBI Description 


(Y08761) Mago Nashi-like protein [Euphorbia lagascae] 


Seq. No. 


190411 


Contig ID 


281 1.R1039 


5" -most EST 


LIB3048-028-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g3152605 


BLAST score 


156 



25403 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq.„ No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



2.0e-10 

82 
44 

(AC004482) hypothetical protein [Arabidopsis thaliana] 

190412 

282_1.R1039 

LIB3048-014-Q1-L1-F5 

BLASTX 

gll43322 

973 

1.0e-106 

211 
84 

(U40979) alfa-carboxyltransferase precursor [Glycine max] 

190413 

283JLR1039 

LIB3048-021-Q1-L1-H4 

190414 

284_1.R1039 

LIB3048-022-Q1-L1-A10 

BLASTX 

g3738298 

444 

7.0e-48 

233 

47 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi 1 4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 

190415 

287J..R1039 

LIB3048-007-Q1-L1-A8 

BLASTX 

g3914370 

242 

2.0e-20 

74 

72 

GLYCEROL- 3 -PHOSPHATE ACYLT RAN SFE RASE PRECURSOR (GPAT) 
>gi|419754|pir| IS31083 glycerol-3-phosphate 
O-acyltransf erase (EC 2.3.1.15} precursor - Arabidopsis 
thaliana >gi | 217845 | dbj | BAA00575 | (D00672) 

glycerol-3-phosphate acyltransf erase [Arabidopsis thaliana] 
>gi | 217847 | dbj I BAA00576 | (D00673) glycerol-3-phosphate 
acyltransferase precursor [Arabidopsis thaliana] 

190416 

289JL.R1039 

LIB3048-046-Q1-L1-B8 

BLASTN 

g3738275 

33 

1.0e-08 



25404 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



254 
84 

Arabidopsis thaliana chromosome II BAC F17A22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

190417 

291JL.R1039 

LIB3048-032-Q1-L1-B1 

BLASTX 

g!002796 

514 

2.0e-52 

119 

76 

(U33915) CpmlO [Craterostigma plantagineum] 

190418 

293_1.R1039 

g5047969 

BLASTX 

g3152609 

660 

4.0e-69 

199 

61 

(AC004482) putative Su(var)3-9 protein [Arabidopsis 
thaliana] 

190419 

294_1.R1039 

LIB304 8-003-Q1-L1-A3 

BLASTX 

gl352439 

196 

4.0e-15 

134 

41 

EUKARYOTIC TRANSLATION INITIATION FACTOR 5 (EIF-5) 
>gi 1 1008881 (L47221) eukaryotic initiation factor 5 
[Phaseolus vulgaris] 

190420 

295_1.R1039 

LIB3048-053-Q1-L1-A3 

190421 

297_1.R1039 

LIB3083-092-Q1-L1-D8 

BLASTX 

g4063751 

866 

8.0e-93 

569 

34 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi|4510409|gb|AAD21495.1| (AC006929) putative white 
protein [Arabidopsis thaliana] 



25405 



# 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



190422 

298_1.R1039 

LIB3189-041-P1-K1-A1 

BLASTX 

g3047082 

1398 

1.0e-155 

366 
70 

(AF058914) 
precursor 



similar to Vigna radiata pectinacetylesterase 
(GB:X99348) [Arabidopsis thaliana] 



190423 

299_1.R1039 

g5048520 

BLASTX 

g2597826 

526 

3.0e-53 

187 

56 

(Y14590) class IV chitinase [Arabidopsis thaliana] 

190424 

299_2.R1039 

LIB3048-033-Q1-L1-F12 

BLASTX 

g2597826 

177 

7.0e-13 

57 

56 

(Y14590) class IV chitinase [Arabidopsis thaliana] 

190425 

300JL.R1039 

LIB3135-032-Q1-K1-F9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



190426 

302JL.R1039 

LIB3O48-030-Q1-L1-G6 

190427 

303JL.R1039 

LIB3197-041-Q1-M1-E1 

BLASTX 

g4432860 

649 

7.0e-68 

231 
16 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 

190428 

304 1.R1039 



25406 



>J luvJoL JjiJ 1 




Mp+"hnH 


RT.A9TX 


NCBI GI 


g2181180 


BLAST score 


411 


E value 


Q Ho— AO 

o . ue —% u 




Z ± 0 


■6 iaeuciL.y 




NCBI Description 


(Z84377) xylosidase [Aspergillus niger] 


beg. wo. 




uonuig ±u 




c; i _ Tnr . Q 4- pcT> 








NCBI GI 


g2181180 


BLAST score 


303 


E value 


4 • ue Z / 


lrldCdi Icily Lil 


1 R7 
-LO / 


% identity 


^ R 


NCBI Description 


(Z84377) xylosidase [Aspergillus niger] 


oeq, JMO . 


1 QO A Id 


LOrlLly iU 




O IUOS C. J2jO X 


T TT5^H A fl — H9 m — T 1 — nA 
LIDjU'iQ UZD yl ill 




RT Z\ CITY 


MpDT fT 
1NOD1 val 




BLAST score 


617 


E value 


3.0e-64 


Match length 


Iff 


-6 identity 


1 1 

f 3 


NCBI Description 


(AC006266) putative glucosyltransf erase 




thaliana] 


DcC|t 1NO • 


1 Qf\A 11 


uontig ±u 


ouo i.Kiuoy 


o -most bbl 


LIBoU4o-(J JU-Ql-Ll-Do 


beg. wo. 


iyu4oz 


uonrig lu 


jUo l.RiUoy 


C f _ Trl ^ 4- "COT 1 
O IUOSL JIjO 1 


LIdoUo 0 — 1U4 — Ul Lil - Li 


11C L11UU 


RT.A9TY 


NCBI GI 


g765203 


BLAST score 


1147 


E value 


1.0e-126 


Match length 


278 


% identity 


78 



NCBI Description 



(S73865) linoleate: oxygen oxidoreductase, lipoxygenase, LOX 
{EC 1.13,11,12} [Solanum tuberosum, cv. Desiree, roots, 
Peptide, 857 aa] [Solanum tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value k 
Match length 



190433 

309JL.R1039 

LIB3145-006-Q1-K1-B1 

BLASTX 

g4193388 

633 

7.0e-66 
168 



25407 




% identity 75 

NCBI Description (AF091455) translationally controlled tumor protein [Hevea 
brasiliensis] 



Seq. No. 


190434 


Contig ID 


309_2.R1039 


5 ' -most EST 


LIB3197-04 6-Q1-M1-A7 


Method 


BLASTX 


NCBI GI 


g3894387 


BLAST score 


353 


E value 


6. Oe-33 


Match length 


242 


% identity 


4 


NCBI Description 


(AF053995) Hcr2-0B [Lycopersicon esculentum] 


Seq. No. 


1 a A A o c 

1904.35 


Contig ID 


309 4.R1039 


5' -most EST 


LIB3272-047-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4193388 


BLAST score 


156 


E value 


9.0e-ll 


Match length 


46 


% identity 


85 


NCBI Description 


(AF091455) translationally controlled tumor protein 




brasiliensis] 


Seq. No. 


190436 


Contig ID 


309 8.R1039 


5* -most EST 


LIB3189-023-P1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4193388 


BLAST score 


298 


E value 


4.0e-27 


Match length 


70 


% identity 


81 


NCBI Description 


(AF091455) translationally controlled tumor protein 




brasiliensis] 


Seq. No. 


190437 


Contig ID 


310 1.R1039 


5' -most EST 


LIB3048-019-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


g730583 


BLAST score 


245 


E value 


8.0e-21 


Match length 


114 


% identity 


47 



NCBI Description 60S ACIDIC RIBOSOMAL PROTEIN P2 >gi | 551267 i emb | CAA5504 7 | 
(X78213) 60s acidic ribosomal protein P2 [Parthenium 
argentatum] 



Seq. No. 190438 

Contig ID 313_1.R1039 

5 1 -most EST LIB3048-019-Q1-L1-A1 

Method BLASTX 

NCBI GI g2281115 



25408 



BLAST score 

E value 

Match length 

% identity 

NCB1 Description 



701 

3.0e-74 

145 

91 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 


1 on A "3 Q 


Contig ID 


316 2.R1039 


5 '-most EST 


LIB3120-013-Q1-K1-D5 


Seq. No. 


190440 


Contig ID 


316 3.R1039 


5 1 -most EST 


LIB3048-003-Q1-L1-C6 


Method 


BLAbTX 


NCBI GI 


O A A A 1 Tf O 

g2444178 


BLAST score 


649 


E value 


0 . ue-bo 


Match length 


I/O 


% identity 


75 


NCBI Description 


(U94784) unconventional myosin [Helianthus 


Seq. No. 


190441 


Contig ID 


317_1.R1039 


5" -most EST 


LIB3048-047-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g4508068 


BLAST score 


229 


E value 


6. Oe-19 


Match length 


135 


% identity 


45 


NCBI Description 


(AC005882) 3063 [Arabidopsis thaliana] 


Seq. No. 


190442 


Contig ID 


317 2.R1039 


5 '-most EST 


LIB3145-021-Q1-K1-F1 


Method 


BLASTN 


NCBI GI 


g3202025 


BLAST score 


184 


E value 


8.0e-99 


Match length 


428 


% identity 


o c 
oo 


NCBI Description 


Mesembryanthemum crystallinum stromal L-as 




peroxidase precursor, mRNA, nuclear gene e 




chloroplast protein, complete cds 


Seq. No. 


190443 


Contig ID 


319 1.R1039 


5' -most EST 


g5048116 


Method 


BLASTX 


NCBI GI 


g2828280 


BLAST score 


1041 


E value 


1.0e-113 


Match length 


207 



% identity 

NCBI Description 



93 

(AL021687) putative protein [Arabidopsis thaliana] 
>gi|2832633|emb|CAA16762| (AL021711) putative protein 



25409 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 

190444 

319_2.R1039 

g5046076 

BLASTX 

g2828280 

687 

2.0e-76 

162 

84 

(AL021687) putative protein [Arabidopsis thaliana] 
>gi| 2832633 temb | CAA16762I (AL021711) putative protein 
[Arabidopsis thaliana] 



190445 

319_3.R1039 

LIB3048-003-Q1-L1-C9 

BLASTN 

g2828278 

35 

5.0e-10 

87 

85 

Arabidopsis thaliana DNA chromosome 4, 
(ESSAII project) 



BAC clone T18B16 



190446 

320_1.R1039 

LIB3048-003-Q1-L1-D1 

BLASTX 

gl076685 

481 

3.0e-48 

190 

37 

SPF1 protein - sweet potato >gi | 484261 1 dbj | BAA06278 1 
(D30038) SPF1 protein [Ipomoea batatas] 

190447 

323JL.R1039 

LIB3048-003-Q1-L1-D12 

BLASTX 

g4432860 

932 

1.0e-100 

316 

18 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



190448 

324_1.R1039 

LIB3048-039-Q1-L1-B2 



Seq. No. 

Contig ID 



190449 

325 1.R1039 



25410 



5 -most EST 


LIB319 / -Ulz-Pl-Ml-Cll 


Method 


BLAbTX 


NCBI GI 


gl39 78 0 


BLAST score 


329 


E value 


3.0e-30 


Match length 


llz 


% identity 


oy 


NCBI Description 


WOUND-INDUCED PROTEIN 1 >gi | oZZ y o j pir | i oQVoyo wunl prote. 




- potato 


Seq. No. 


190450 


Contig ID 


325 2.R1039 


5 -most EST 


T TOO*! r C m 1 nl TV") T3 1 

LIBjloo-Ull-Pl-Ki-Bl 


Method 


rsLAb lA 


NCBI GI 


„/|iOC1 AH 

g4 loo 1 4 d 


BLAST score 


603 


E value 


2.0e-87 


Match length 




% identity 


73 


NCBI Description 


(AC005724) putative xyloglucan endotransglycosylase 




[Arabidopsis thaliana] 


Seq. No. 


190451 


Contig ID 


325 3.R1039 


5 '-most EST 


LIB3048-010-Q1-L1-H1 


Seq. No. 


190452 


Contig ID 


326_1.R1039 


5' -most EST 


LIB3048-003-Q1-L1-D6 


Method 


riT tip rpv 

BLASTX 


NCBI GI 


g3132696 


BLAST score 


1356 


E value 


1. Oe-150 


Match length 


305 


% identity 


88 


NCBI Description 


(AF061962) SAR DNA-binding protein-1 [Pisum sativum] 


Seq. No. 


190453 


Contig ID 


327 1.R1039 


5 '-most EST 


LIB3048-047-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g4337025 


BLAST score 


1144 


E value 


1 . 0e-125 


Match length 


328 


% identity 


67 


NCBI Description 


(AF123253) AIM1 protein [Arabidopsis thaliana] 


Seq. No. 


*I (\ A A C A 

190454 


Contig ID 


329 1.R1039 


5 '-most EST 


LIB3272-036-P1-K1-H12 


Seq. No. 


190455 


Contig ID 


330 1.R1039 


5 '-most EST 


LIB3048-003-Q1-L1-E1 


Seq. No. 


190456 



25411 



Contig ID 




3 *"KlOSI. iiiO 1 


ul y sximaxxau DiaxiDi 


jyje Lfioa 


JDliilO I A 


NCBI GI 


g899608 


BLAST score 


1474 


E value 


i . ue 1 D4 


Match length 


z y o 


-5 identity 


JO 


NCBI Description 


(Uzyiooj poiyuDiquitm 


Seq. No. 


iyU4o / 


conxig lu 


ool z.KlUoy 


O — ICIOSC tiOi 




f\JS/~\ ^~ r*\ f\ /™4 

]xiei.noci 




NCBI GI 


g70644 


BLAST score 


1779 


E value 


u . ue+uu 


Match length 


joU 


% identity 


Ol 


NCBI Description 


ubiquitin precursor - < 


Seq. No. 


lyu4Do 


Contig ID 


331 3.R1039 


b -most EST 


goU4 4 yy / 


Mernoa 


JdJ_lA.o 1a 




y jZZ / OU 


BLAST score 


658 


E value 


7.0e-69 


Match length 


128 


% identity 


99 


NCBI Description 


ubiquitin / ribosomal ] 



common sunflower (fragment) 



tein CEP52 - wood tobacco 
ubiquitin fusion protein [Nicotiana 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 1170217 (M74100) 
sylvestris] 

190459 

331_4.R1039 

g3326258 

BLASTX 

g421929 

498 

4.0e-50 

211 



ubiquitin - tomato >gi | 312160 | emb | CAA51679 | (X73156) 
ubiquitin [Lycopersicon esculentum] 



190460 

331_5.R1039 

LIB3272-018-P1-K1-C6 

BLASTX 

gl00934 

1088 

1.0e-119 

229 

19 

ubiquitin precursor Ubi-1 
ubiquitin precursor Ubi-2 



maize >gi 1 422037 | pir || S20926 
maize >gi | 248337 | bbs | 944 65 



25412 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-rtfost EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



(S94464) polyubiquitin(ubiquitin) [maize, Peptide, 533 aa] 

[Zea mays] >gi | 248339 I bbs I 94467 (S94466) 

polyubiquitin (ubiquitin) [maize, Peptide, 533 aa] [Zea 

mays] 

190461 

331_6.R1039 

g5047243 

BLASTX 

g3126967 

1025 

1.0e-112 

237 

23 

(AF061807) polyubiquitin [Elaeagnus umbellata] 

190462 

331J7.R1039 

LIB3166-011-P1-K1-C11 

BLASTX 

g322750 

658 

5.0e-69 

128 

99 

ubiquitin / ribosomal protein CEP52 - wood tobacco 

>gi 1 170217 (M74100) ubiquitin fusion protein [Nicotiana 

sylvestris] 

190463 

331_8.R1039 

uC-gsronu33B141e03bl 

BLASTX 

gl332579 

503 

2.0e-69 

142 

10 

(X98063) polyubiquitin [Pinus sylvestris] 

190464 

331_9.R1039 

uC-gsflnu33B115d04bl 

BLASTX 

g322750 

639 

1.0e-66 

128 

97 

ubiquitin / ribosomal protein CEP52 - wood tobacco 

>gi 1 170217 (M74100) ubiquitin fusion protein [Nicotiana 

sylvestris] 

190465 

331_12.R1039 

LIB3189-002-P1-K1-E9 

BLASTX 



25413 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2144734 
848 

3.0e-91 

205 
33 

polyubiquitin / ribosomal protein CEP52 - Trypanosoma cruzi 
>gi 1162337 (J03945) ubiquitin precursor [Trypanosoma cruzi] 

190466 

331_13.R1039 

uC-gsflnu33B145g08bl 

BLASTX 

g322750 

641 

4.0e-67 

128 

97 

ubiquitin / ribosomal protein CEP52 - wood tobacco 

>gi 1 170217 (M74100) ubiquitin fusion protein [Nicotiana 

sylvestris] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190467 

331JL4.R1039 

LIB3272-031-P1-K1-G1 

BLASTX 

g3695408 

295 

2.0e-26 

86 

72 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi | 4538956 | emb | CAB39780 . 1 | (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 

190468 

331_15.R1039 

LIB3197-040-Q1-M1-H1 

BLASTN 

g347063 

156 

4.0e-82 

391 

85 

Brassica rapa ubiquitin/ribosomal protein mRNA, complete 
cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190469 

331J.9.R1039 

LIB3148-024-Q1-K1-D3 

BLASTX 

g322750 

502 

2.0e-62 

128 

89 

ubiquitin / ribosomal protein CEP52 - wood tobacco 



25414 



>gi 1 170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 



Seq* No. 


iyu4 / U 


Contig ID 


334 1.R1039 


5' -most EST 


LIB3048-011-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


gJ24910b 


BLAST score 


47 J 


E value 


1.0e-47 


Match length 


137 


% identity 


64 


NCBI Description 


(AC003114) Contains similarity to protein phosphatase 2C 




(ABI1) gb |X788 8 6 from A. thaliana. [Arabidopsis thaliana 


Seq. No. 


190471 


Contig ID 


335 1.R1039 


5 '-most EST 


LIB3048-003-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


g3334659 


BLAST score 


507 


E value 


3.0e-51 


Match length 


222 


% identity 


45 


NCBI Description 


(Y10489) putative cytochrome P450 [Glycine max] 


Seq. No. 


190472 


Contig ID 


336_1.R1039 


5 '-most EST 


LIB3048-003-Q1-L1-G8 


Seq. No. 


190473 


Contig ID 


337 1.R1039 


5' -most EST 


uC-gsronu33B127d05bl 


Method 


BLASTX 


NCBI GI 


g2462836 


BLAST score 


407 


E value 


3.0e-81 


Match length 


337 


% identity 


55 


NCBI Description 


(AF000657) beta-glucanase [Arabidopsis thaliana] 


Seq. No. 


190474 


Contig ID 


337_2.R1039 


5 '-most EST 


LIB3048-042-Q1-L1-G7 


Seq. No. 


190475 


Contig ID 


338 1.R1039 


5 '-most EST 


LIB3048-022-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 


g3461815 


BLAST score 


182 


E value 


3.0e-25 


Match length 


80 


% identity 


76 


NCBI Description 


(AC004138) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


190476 



25415 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



339JL.R1039 

LIB3148-043-Q1-K1-G6 

BLASTX 

g!352664 

1298 

1.0e-143 

310 
85 

SERINE/THREONINE PROTEIN PHOSPHATASE PP2A-4 CATALYTIC 
SUBUNIT >gi|2117984|pir| IS52660 phosphoprotein phosphatase 
(EC 3.1.3.16) 2A isoform 4 - Arabidopsis thaliana 
>gi 1 473259 (U08047) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] >gi 14204949 (U60136) 

serine/threonine protein phosphatase 2A-4 catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 


190477 


Contig ID 


339_3.R1039 


5' -most EST 


LIB3146-051-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


g3297819 


BLAST score 


654 


E value 


8.0e-69 


Match length 


130 


% identity 


94 


NCBI Description 


(AL031032) protein kinase - like prot 




thaliana] 


Seq. No. 


190478 


Contig ID 


339_5.R1039 


5' -most EST 


LIB3146-049-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


463 


E value 


4.0e-46 


Match length 


93 


% identity 


96 


NCBI Description 


(AJ010466) RNA helicase [Arabidopsis 


Seq. No. 


190479 


Contig ID 


339 7.R1039 


5' -most EST 


LIB3147-055-Q1-K1-B8 


Seq. No. 


190480 


Contig ID 


339 14.R1039 


5' -most EST 


uC-gsronu33B158h04b2 


Seq. No. 


190481 


Contig ID 


339 16.R1039 


5 '-most EST 


LIB3148-050-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl352664 


BLAST score 


193 


E value 


7.0e-15 


Match length 


55 


% identity 


85 


NCBI Description 


SERINE /THREONINE PROTEIN PHOSPHATASE 



25416 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



SUBUNIT >gi| 2117984 |pir | | S52660 phosphoprotein phosphatase 
(EC 3.1.3.16) 2A isoform 4 - Arabidopsis thaliana 
>gi | 473259 (U08047) Ser/Thr protein phosphatase 
[Arabidopsis thaliana] >gi 14204949 (U60136) 

serine/threonine protein phosphatase 2A-4 catalytic subunit 
[Arabidopsis thaliana] 

190482 

339_20.R1039 

LIB3146-047-Q1-K1-B4 

BLASTX 

g2262118 

173 

3.0e-12 

40 

85 

(AC002343) cell division protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

■5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



190483 

340JL.R1039 

LIB3048-015-Q1-L1-A1 

190484 

341JL.R1039 

g5048533 

BLASTX 

g2243118 

412 

2.0e-55 

140 

74 

(Y10984) glutathione synthetase [Brassica juncea] 

190485 

342_1.R1039 

LIB3048-012-Q1-L1-D1 

190486 

344_1.R1039 

g5050502 

BLASTX 

gl617270 

1238 

1.0e-136 

266 
85 

(X94624) acyl-CoA synthetase [Brassica napus] 

190487 

344_2.R1039 

g5045783 

BLASTX 

g2706450 

941 

1.0e-102 
216 



25417 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



84 

(AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 

190488 

344_3.R1039 

LIB3048-010-Q1-L1-A5 

BLASTX 

gl694621 

1297 

1.0e-143 

300 

83 

(D70895) 3-ketoacyl-CoA thiolase [Cucurbita sp.] 



190489 

344__4.R1039 

LIB3197-003-P1-M1-F1 

BLASTX 

g393707 

810 

1.0e-86 

217 

73 

(X67696) acetyl-CoA 



acyltransf erase [Cucumis sativus] 



190490 

344_6.R1039 

g5049143 

BLASTX 

g2500047 

879 

7.0e-95 

195 

84 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi | 534 916 | emb | CAA8 5362 | 
(Z36894) soluble inorganic pyrophosphatase [Solanum 
tuberosum] 

190491 

344J7.R1039 

LIB3148-028-Q1-K1-C9 

BLASTX 

g2706450 

371 

2.0e-35 

82 

84 

(AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 

190492 

344_11.R1039 

LIB3197-040-Q1-M1-C9 

BLASTX 

g2706450 



25418 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232 

1.0e-24 

84 

77 

(AJ225172) magnesium dependent soluble inorganic 
pyrophosphatase [Solanum tuberosum] 

190493 

344_13.R1039 

LIB3146-060-Q1-K1-C3 

BLASTX 

g2500047 

498 

2.0e-50 

110 

82 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi | 534 916 | emb | CAA85362 | 
(Z36894) soluble inorganic pyrophosphatase [Solanum 
tuberosum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190494 

345_1.R1039 

LIB3048-003-Q1-L1-F3 

BLASTX 

gl483218 

463 

2.0e-46 

138 

59 

(X99793) induced upon wounding stress 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190495 

355_1.R1039 

g5045903 

BLASTN 

g3868723 

36 

2.0e-10 

156 

81 

Arabidopsis thaliana chromosome V map 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

190496 

358_1.R1039 

LIB3083-048-Q1-G1-F2 

BLASTX 

g2920706 

462 

2.0e-54 

464 

33 

(Y13568) beta-xylosidase [Emericella nidulans] 



Seq. No. 



190497 



25419 



Contig ID 




0 — IUOSU HjOI 


T -HI -T.I -m 

LlDJUftO U Jl J-iX U± 


Method 


Dlif-lO i A 


NCBI GI 


g2181180 


BLAST score 


243 


E value 


i . ue zu 


Match length 


loo 


% identity 


i / 


NCBI Description 


\Zio4J//j xyiosiaase 


Seq. No. 




Contig ID 


joy i.Kiujy 


0 — ItlOSt iiiOl 


T TR^flR^ — 1 HQ— Hi —T.I — A1 


Mei-nocL 


DlxciO 1 IN 






BLAST score 


51 


E value 


1.0e-19 


Match length 


91 


% identity 


89 


NCBI Description 


Nicotiana tabacum EF 



(SUP1) mRNA, complete cds 



Seq. No. 


190499 


Contig ID - 


362 1.R1039 


5 '-most EST 


LIB3048-010-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g2230757 


BLAST score 


329 


E value 


2.0e-30 


Match length 


150 


% identity 


49 


NCBI Description 


(Y11969) dnaJ-like protein 


Seq. No. 


190500 


Contig ID 


363 1.R1G39 


5 '-most EST 


g5048150 


Method 


BLASTX 


NCBI GI 


gl708236 


BLAST score 


799 


E value 


1.0e-112 


Match length 


289 


% identity 


72 


NCBI Description 


HYDROXYMETHYLGLUTARYL-COA 



( 3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 
>gi|2129617 |pir | IJC4567 hydroxymethylglutaryl-CoA synthase 
(EC 4.1.3.5) - Arabidopsis thaliana 
>gi | 1143390 | emb | CAA58763 | (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 
>gi| 1586548 Iprf | I2204245A hydroxy methylglutaryl CoA 
synthase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



190501 

363_2.R1039 

uC-gsflnu33B093dl2bl 

BLASTX 

g4098521 

990 



25420 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-107 

208 
89 

(U79160) HMG-CoA synthase [Arabidopsis thaliana] 
>gi 14098523 (U79161) HMG-CoA synthase [Arabidopsis 
thaliana] 

190502 

363_3.R1039 

g5045078 

BLASTX 

g4098521 

730 

3.0e-77 

152 
88 

(U79160) HMG-CoA synthase [Arabidopsis thaliana] 
>gi 1 4098523 (U79161) HMG-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190503 

363__4.R1039 

LIB3145-035-Q1-K1-E2 

BLASTX 

gl708236 

899 

3.0e-97 

197 

83 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
( 3 -HYDROXY- 3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi 12129617 | pir | IJC4567 hydroxymethylglutaryl-CoA synthase 
{EC 4,1.3.5) - Arabidopsis thaliana 

>gi| 1143390|emb|CAA58763| (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 
>gi 1 1586548 Iprf | I2204245A hydroxy methylglutaryl CoA 
synthase [Arabidopsis thaliana] 

190504 

364JL.R1039 

LIB3083-099-Q1-L1-G6 

BLASTX 

gll69534 

2108 

0.0e+00 

445 

92 

ENOLASE (2-PHOSPHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi | 542019 | pir | | S39203 
phosphopyruvate hydratase (EC 4.2.1.11) - castor bean 
>gi|433609|emb|CAA82232| (Z28386) enolase [Ricinus 
communis] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



190505 

364_2.R1039 

LIB3147-050-Q1-K1-F1 

BLASTX 



25421 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll9354 
489 

2.0e-49 

101 

94 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 
{ 2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi | 
phosphopyruvate hydratase (EC 4.2.1.11) 



82082|pir 
- tomato 



I JQ1185 



>gi | 19281 | erab | CAA41115 | 
esculentum] 



(X58108) enolase [Lycopersicon 



190506 

364_3.R1039 

LIB3048-037-Q1-L1-G11 

BLASTX 

g82083 

688 

2.0e-72 

167 

83 

phosphopyruvate hydratase 
>gi 1 1161573 | emb i CAA41116 i 
esculentum] 



(EC 4.2.1.11) - tomato (fragment) 
(X58109) enolase [Lycopersicon 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190507 

364_4.R1039 

LIB3272-017-P1-K1-D9 

BLASTX 

gll9350 

560 

1.0e-57 

121 

90 

ENOLASE ( 2 -PHOS PHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi | 81608 | pir | UQ1187 
phosphopyruvate hydratase (EC 4.2.1.11) - Arabidopsis 
thaliana >gi 1 16271 1 emb I CAA41114 I (X58107) enolase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190508 

366JL.R1039 

LIB3048-037-Q1-L1-B1 

BLASTX 

gl399275 

1172 

1.0e-129 

237 
92 

(U31835) calmodulin-domain protein kinase CDPK isoform 6 
[Arabidopsis thaliana] >gi 12623752 (AC002329) CDPK6 
(calmodulin-domain protein kinase isoform 6) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



190509 
368_1.R1039 
LIB3048-003-Q1-L1-H5 
BLASTX 



25422 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2465925 
294 

3.0e-26 

127 

50 

(AF02464 9) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

190510 

369_1.R1039 

LIB3147-045-Q1-K1-A5 

BLASTX 

g2738949 

1044 

1.0e-114 

250 

78 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190511 

369_2.R1039 

g5045164 

BLASTX 

g2738949 

1025 

1.0e-lll 

244 

79 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190512 

369_3.R1039 

uC-gsronu33B158d04b2 

BLASTX 

g2738949 

708 

6.0e-75 

145 

90 

(AF022213) 
ananassa] 



cytosolic ascorbate peroxidase [Fragaria x 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190513 

369_5.R1039 

g3325592 

BLASTX 

g2738949 

572 

6.0e-59 

121 

87 

(AF022213) cytosolic ascorbate peroxidase [Fragaria x 
ananassa] 



Seq. No. 



190514 



25423 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



369J.0.R1039 

uC-gsflnu33B143b07bl 

BLASTX 

g804973 

396 

3.0e-38 

117 

68 

(X81376) L-ascorbate peroxidase 

190515 

370JL.R1039 

LIB3048-022-Q1-L1-E8 



[Capsicum annuum] 



Seq. No. 
Contig ID 
5 '-most EST 



190516 

371_1.R1039 

LIB3048-026-Q1-L1-A6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



190517 

372JL.R1039 

uC-gsronu33B164f03b2 

BLASTX 

g3158376 

366 

5.0e-35 

128 

59 

(AF035385) unknown [Arabidopsis thaliana] 

190518 

373JL.R1039 

LIB3272-019-P1-K1-H4 

BLASTX 

gl657374 

471 

2.0e-47 

102 

85 

(X96853) endo-beta-1, 4-glucanase [Prunus persica] 

>gi | 1657380 | emb | CAA65600 | (X96856) endo-beta-1, 4-glucanase 

[Prunus persica] 

190519 

375JL.R1039 

LIB3135-051-Q1-K1-C1 

BLASTX 

g81790 

164 

8.0e-ll 

191 

13 

hypothetical protein - soybean 

190520 

375_2.R1039 

LIB3166-055-P1-K1-C12 

BLASTX 



25424 



NCBI GI 


g81790 


BLAST score 


166 


E value 


4 . Oe-11 


Match length 


151 


% identity 


9 


NCBI Description 


hypothetical protein - soybean 


Seq. No, 


190521 


Contig ID 


375 3.R1039 


5 1 -most EST 


LIB3135-0UO-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g81790 


BLAST score 


190 


E value 


8 . 0e-14 


Match length 


206 


% identity 


15 


NCBI Description 


hypothetical protein - soybean 


Seq. No, 


•i a a r o o 

190522 


Contig ID 


375 4.R1039 


5 1 -most EST 


LIB3135-060-Q1-K1-B9 


Method 


BLASTN 


NCBI GI 


g2829205 


BLAST score 


78 


E value 


1.0e-35 


Match length 


426 


% identity 


20 


NCBI Description 


Gossypium hirsutum cultivar Si 




precursor (PRP) mRNA, complete 


Seq. No. 


190523 


Contig ID 


376_1.R1039 


5' -most EST 


LIB3120-002-Q1-K1-A12 


Method 


BLASTX 


NCBI GI 


g3924597 


BLAST score 


557 


E value 


7.0e-57 


Match length 


287 


% identity 


41 


NCBI Description 


(AF069442) putative oxidoreduc 


Seq. No. 


190524 


Contig ID 


376_2.R1039 


5 f -most EST 


LIB3U4o— Ull-Ql-Ll-UO 


Method 


BLASTX 


NCBI GI 


g3924598 


BLAST score 


160 


E value 


2.0e-10 


Match length 


149 



cds 



% identity 

NCBI Description 



36 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



190525 

376J3.R1039 

g3326710 



Seq. No. 



190526 



25425 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



376_4.R1039 

g3326326 

BLASTX 

g3924597 

219 

2.0e-17 

137 
32 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 

190527 

376_5.R1039 

uC-gsronu33B14 4h07bl 

BLASTX 

g3924597 

318 

6.0e-29 

198 

38 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



190528 

376_6.R1039 

LIB3135-052-Q1-K1-G9 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% ■ identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190529 

376_8.R1039 

uC-gsronu33B031e01bl 

190530 

376_9.R1039 

uC-gsronu33B139h06bl 

190531 

377JL.R1039 

LIB3048-019-Q1-L1-F12 

BLASTX 

g4335752 

255 

5.0e-22 

127 

43 

(AC006284) putative myb transcription factor-like protein 
[Arabidopsis thaliana] 

190532 

379_1.R1039 

LIB3048-024-Q1-L1-A6 

BLASTX 

gll70660 

192 

1.0e-14 

55 
73 

MEVALONATE KINASE (MK) >gi | 541880 | pir | | S42088 mevalonate 
kinase (EC 2.7.1.36) - Arabidopsis thaliana 
>gi|456614|emb|CAA54820| (X77793) mevalonate kinase 



25426 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190533 

380JL.R1039 

LIB3048-004-Q1-L1-B9 

BLASTX 

g2895866 

253 

1.0e-21 

89 
60 

(AF045770) methylmalonate semi -aldehyde dehydrogenase 
[Oryza sativa] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190534 

381_1.R1039 

uC-gsflmaxxa042dl2bl 

BLASTX 

g2454182 

1684 

0.0e+00 

430 

77 

(U80185) pyruvate dehydrogenase El alpha subunit 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



190535 

381_2.R1039 

LIB3048-051-Q1-L1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190536 

382_1.R1039 

LIB3272-043-P1-K1-D9 

BLASTX 

g2979555 

459 

1.0e-45 

196 

51 

(AC003680) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190537 

383_1.R1039 

g5049876 

BLASTX 

g3892712 

653 

3.0e-68 

151 

83 

(AL033545) adenine phosphoribosyltransf erase 
like protein [Arabidopsis thaliana] 



(EC 2.4.2.7) 



Seq. No. 

Contig ID 
5' -most EST 



190538 

384_1.R1039 

LIB3272-020-P1-K1-A9 



25427 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190539 

385_1.R1039 

LIB3197-050-Q1-M1-C9 

BLASTX 

g548770 

1797 

0.0e+00 

389 

84 

60S RIBOSOMAL PROTEIN L3 >gi | 481228 I pir || S38359 ribosomal 
protein L3 - rice >gi | 303853 | dbj | BAA02155 | (D12630) 
ribosomal protein L3 [Oryza sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190540 

385_2.R1039 

LIB3147-019-Q1-K1-B6 

BLASTX 

gl32939 

665 

8.0e-70 

170 

75 

60S RIBOSOMAL PROTEIN L3 >gi | 81657 | pir | UQ0771 ribosomal 
protein L3 (ARP1) - Arabidopsis thaliana >gi 1166858 
(M32654) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



190541 

385_3.R1039 

LIB3083-113-Q1-L1-H9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190542 

386_1.R1039 

g5050435 

BLASTX 

g3329294 

255 

9.0e-22 

188 

31 

(AE001355) Zinc Metalloprotease (insulinase family) 
[Chlamydia trachomatis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190543 

387JL.R1039 

LIB3048-039-Q1-L1-B1 

BLASTX 

g3738295 

773 

2.0e-82 

236 

67 

(AC005309) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



190544 
388_1.R1039 
g5044674 
BLASTN 



25428 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g556421 
47 

4.0e-17 

55 

96 

Stylosanthes humilis cinnamyl alcohol dehydrogenase 
itiRNA, complete cds 



(CADI) 



Seq. No. 
Contig ID 
5 '-most EST 



190545 

390_1.R1039 

LIB3048-027-Q1-L1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190546 

391JL.R1039 

uC-gsflmaxxa074h08bl 

BLASTX 

g2462746 

1852 

0.0e+00 

408 

84 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190547 

391_2.R1039 

LIB3189-030-P1-K1-E4 

BLASTX 

g2462746 

592 

2.0e-61 

136 
79 

(AC002292) 
thaliana] 



Similar to ATP-citrate-lyase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



190548 

392_1.R1039 

LIB3165-058-P1-K1-G2 



Seq. No. 
Contig ID 
5 '-most EST 



190549 

392_2.R1039 

LIB3165-013-P1-K1-F9 



Seq. No. 
Contig ID 
5 '-most EST 



190550 

396_1.R1039 

LIB3149-049-Q1-K1-H1 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



190551 

399JL.R1039 

g3326082 

190552 

400_1.R1039 

LIB3048-013-Q1-L1-D2 



Seq. No. 



190553 



25429 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



402JL.R1039 

uC-gsronu33B116hl2bl 

BLASTX 

g629602 

1272 

0.0e+00 

553 

77 

probable imbibition protein - wild cabbage 
>gi|488787|emb|CAA55893| (X79330) putative imbibition 
protein [Brassica oleracea] 



190554 

404JL.R1039 

LIB3048-052-Q1-L1-G11 

BLASTX 

g3047114 

438 

2.0e-43 

113 

73 

(AF058919) No definition line 



found [Arabidopsis thaliana] 



190555 

405_1.R1039 

LIB3048-005-Q1-L1-A11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190556 

406_1.R1039 

LIB3048-024-Q1-L1-B3 

BLASTX 

g2507422 

318 

2.0e-29 

112 

84 

CYSTATHIONINE GAMMA- SYNTHASE PRECURSOR (CGS) 
(O-SUCCINYLHOMOSERINE (THIOL) -LYASE) >gi | 3293261 (AF039206) 
cystathionine gamma- synthase precursor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



190557 

409_1.R1039 

LIB3048-008-Q1-L1-C10 

BLASTN 

g310566 

152 

2.0e-79 

995 

82 

Soybean glutamate 1-semialdehyde aminotransferase mRNA, 
complete cds 

190558 

413JL.R1039 

LIB3048-036-Q1-L1-C5 



25430 



Seq. No. 


190559 


Contig ID 


414_1.R1039 


5' -most EST 


LIB3196-059-P1-M1-E2 


Method 


BLASTX 


NCBI GI 


g4426565 


BLAST score 


225 


E value 


4 . Oe-18 


Match length 


184 


% identity 


33 


NCBI Description 


(AF031483) unknown [Rattus 


Seq. No. 


190560 


Contig ID 


414_2.R1039 


5' -most EST 


LIB312 0-054 -P1-K1-A6 


Method 


BLASTX 


NCBI GI 


g4426565 


BLAST score 


342 


E value 


4 . Oe-33 


Match length 


281 


% identity 


32 


NCBI Description 


(AF031483) unknown [Rattus 


Seq. No. 


190561 


Contig ID 


418_1.R1039 


5 f -most EST 


LIB3048-041-Q1-L1-A1 


Method 


BLASTX 


NCBI GI 


g529353 


BLAST score 


331 


E value 


1.0e-30 


Match length 


153 


% identity 


47 


NCBI Description 


(U12757) diphenol oxidase 


Seq. No. 


190562 


Contig ID 


420_1.R1039 


5' -most EST 


LIB3048-012-Q1-L1-E3 


Seq. No. 


190563 


Contig ID 


421_1.R1039 


5' -most EST 


LIB3048-005-Q1-L1-B6 


Method 


BLASTX 


NCBI GI 


g4204295 


BLAST score 


119 


E value 


3.0e-10 


Match length 


129 


% identity 


37 


NCBI Description 


(AC003027) lcl|prt_seq No 




[Arabidopsis thaliana] 


Seq. No. 


190564 


Contig ID 


422_1.R1039 


5 '-most EST 


uC-gsronu33B080e05bl 


Method 


BLASTX 


NCBI GI 


g3834314 


BLAST score 


746 


E value 


2.0e-79 


Match length 


159 



25431 



% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



88 

(AC005679) Similar to gene piOlO glycosyltransferase 
gi|2257490 from S. pombe clone 1750 gb|AB004534. ESTs 
gb|T46079 and gb|AA3 94 4 66 come from this gene. [Arabidopsis 
thaliana] 

190565 

424J..R1039 

LIB3149-026-Q1-K1-H4 

BLASTX 

g!370589 

215 

6.0e-17 

96 
53 

(X98304) protein induced upon tuberization [Solanum 
demissum] 

190566 

424_2.R1039 

g3325865 

BLASTX 

gl370589 

223 

8.0e-18 

98 

53 

(X98304) protein induced upon tuberization [Solanum 
demissum] 

190567 

424J3.R1039 

LIB3166-038-P1-K1-A9 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



190568 

428_1.R1039 

LIB3048-022-Q1-L1-F4 

190569 

429JL.R1039 

uC-gsflmaxxa089b06bl 

BLASTX 

g542058 

540 

3.0e-55 

144 

67 

HSR203J protein - common tobacco >gi | 444002 | emb | CAA54393 | 
(X77136) HSR203J [Nicotiana tabacum] 

190570 

430_1.R1039 

LIB3048-054-Q1-L1-H8 

190571 

431J..R1039 

g3326238 



25432 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2760837 

246 

1.0e-20 

129 
36 

(AC003105) 



putative cytochrome P450 [Arabidopsis thaliana] 



190572 

432_1.R1039 

LIB3048-005-Q1-L1-C8 

BLASTX 

g2911052 

553 

6.0e-57 

132 

80 

(AL021961) putative protein 

190573 

434_1.R1039 

LIB3048-005-Q1-L1-D10 



190574 

435JL.R1039 

LIB3048-019-Q1-L1-B7 

BLASTX 

g4510406 

371 

2.0e-35 

114 

64 

(AC006587) putative protein kinase 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



190575 

436JL.R1039 

uC-gsflmaxxa089d04bl 

BLASTX 

gl076668 

2243 

0.0e+00 

471 

88 

NADH dehydrogenase {EC 1.6.99.3) - potato 
>gi|639834|emb|CAA58823| (X83999) NADH dehydrogenase 
[Solanum tuberosum] 

190576 

438JL.R1039 

LIB3272-028-P1-K1-B8 

BLASTX 

gl20667 

1431 

1.0e-159 

320 

86 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 



25433 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi|81622|pir| UQ12&7 glyceraldehyde-3-phosphate 
dehydrogenase (EC 1.2.1.12)*. cytosolic - Arabidopsis 
thaliana >gi 1166706 {M64116)" cystolic 
glyceraldehyde-3-phosphate dehydrogenase [Arabidopsis 
thaliana] >gi [ 166710 (M64119) glyceraldehyde-3-phosphate 
dehydrogenase [Arabidopsis thaliana] 

190577 

438__2.R1039 

LIB314 9-061-Q1-K1-A3 

BLASTX 

gl20669 

817 

2.0e-87 

191 

83 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi | 66014 | pir | | DEJMG glyceraldehyde-3-phosphate 
dehydrogenase (EC 1.2.1.12) - Magnolia liliiflora 
>gi|19566|emb|CAA42905| (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190578 

438_3.R1039 

g5045482 

BLASTX 

g462141 

1016 

1.0e-lll 

231 

85 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE (GAPDH) 
>gi 1 1085816 1 pir | [S38570 glyceraldehyde- 3-phosphate 
dehydrogenase (EC 1.2.1.12) - Atriplex nummularia 
>gi | 409575 (U02886) glyceraldehyde-3-phosphate 
dehydrogenase [Atriplex nummularia] 
>gi | 414607 | emb | CAA53269 | (X75597 ) 

glyceraldehyde-3-phosphate dehydrogenase [Atriplex 
nummularia] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



190579 

438_4.R1039 

LIB3147-022-Q1-K1-B9 

BLASTX 

g3023816 

299 

7.0e-27 

59 

95 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi | 968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 

190580 

438_5.R1039 

uC-gsf ImaxxaO 4 IgO 9bl 

BLASTX 



25434 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
.5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



g585241 
165 

7.0e-ll 

64 

56 

HISTONE HI >gi| 629668 |pir| IS45662 histone HI - tomato 
>gi | 424100 (U03391) histone HI [Lycopersicon esculentum] 

190581 

438_6.R1039 

uC-gsflmaxxa042e!2bl 

BLASTX 

gl20672 

815 

3.0e-87 

180 

88 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi| 66016 ipir | IDEPZG glyceraldehyde-3-phosphate 
dehydrogenase (EC 1.2.1*12) - parsley 

>gi|2054 9|emb|CAA42902| (X60344) glyceraldehyde 3-phosphate 
dehydrogenase [Petroselinum crispum] 

190582 

438J7.R1039 

uC-gs f Imaxxa 0 4 8 dO 8bl 

BLASTX 

g!20669 

656 

7.0e-69 

152 

83 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi | 66014 | pir | | DEJMG glyceraldehyde-3-phosphate 
dehydrogenase {EC 1.2.1.12) - Magnolia liliiflora 
>gi|19566|emb|CAA42905| (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 

190583 

442_1.R1039 

g3326368 

190584 

443JL.R1039 

g5046184 

BLASTX 

gl361983 

695 

2.0e-73 

209 

67 

ARP protein - Arabidopsis thaliana >gi | 886434 | emb | CAA8 9858 | 
(Z49776) ARP protein [Arabidopsis thaliana] 

190585 

444_1.R1039 

LIB3048-005-Q1-L1-D9 



25435 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190586 

447JL.R1039 

LIB3120-039-P1-K1-A7 

BLASTX 

gl345979 

325 

4.0e-30 

128 

53 

OMEGA- 6 FATTY ACID DESATURASE, CHLOROPLAST PRECURSOR 
>gi 1 459962 (L29215) plastid omega-6 desaturase [Glycine 
max] 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190587 

448JL.R1039 

LIB3048-005-Q1-L1-E2 

BLASTX 

g3915037 

1273 

1.0e-141 

275 
89 

SUCROSE SYNTHASE 2 (SUCROSE-UDP GLUCO SYLT RAN SFE RASE 2) 
>gi|2570067|emb|CAA04512| (AJ001071) second sucrose 
synthase [Pisum sativum] 

190588 

450_1.R1039 

LIB3048-019-Q1-L1-D9 

BLASTX 

g4544409 

464 

2.0e-46 

145 

64 

(AC006955) 
thaliana] 



putative transcription factor [Arabidopsis 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



190589 

453JL.R1039 

uC-gsronu33B07 6e05bl 

BLASTX 

g4138647 

935 

1.0e-101 

225 

77 

(AJ011939) peroxidase [Trifolium repens] 

190590 

453_2.R1039 

LIB3135-04 9-Q1-K1-C10 

BLASTX 

g4138647 

472 

2.0e-47 



25436 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



117 
74 

(AJ011939) peroxidase [Trifolium repens] 

190591 

453_3.R1039 

LIB3166-005-P1-K1-F11 

BLASTX 

g4468978 

468 

1.0e-46 

171 
57 

(AL035605) peroxidase-like protein [Arabidopsis thaliana] 

190592 

454_1.R1039 

LIB3048-005-Q1-L1-E8 

BLASTX 

g4406818 

434 

5.0e-43 

101 
74 

(AC006201) putative transcription factor-like protein 
[Arabidopsis thaliana] 

190593 

456JL.R1039 

LIB3048-020-Q1-L1-F8 



190594 

457JL.R1039 

LIB3048-035-Q1-L1-B12 

BLASTX 

g872116 

1163 

1.0e-128 

266 

58 

(X79770) sti (stress inducible protein) 



[Glycine max] 



190595 

459_1.R1039 

LIB3048-005-Q1-L1-F12 

190596 

463_1.R1039 

LIB3048-033-Q1-L1-H10 

190597 

467JL.R1039 

LIB3048-019-Q1-L1-A3 

BLASTX 

g3608155 

336 

2.0e-31 



25437 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 ' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



# 

146 
48 

(AC005314) putative RNA helicase [Arabidopsis thaliana] 

190598 

468JL.R1039 

LIB3145-007-Q1-K1-E7 

BLASTX 

g3935168 

377 

3.0e-36 

164 

52 

(AC004557) F17L21.11 [Arabidopsis thaliana] 

190599 

470_1.R1039 

LIB3048-008-Q1-L1-A1 

BLASTX 

g2146797 

1082 

1.0e-159 

367 

64 

protein di sul fide- isomer ase (EC 5.3.4.1) - Castor bean 
>gi 1 1134968 (U41385) protein disulphide isomerase PDI 
[Ricinus communis] >gi | 1587210 | prf | | 2206331A protein 
disulfide isomerase [Ricinus communis] 

190600 

470_2.R1039 

LIB3148-039-Q1-K1-H7 

190601 

473JL.R1039 

LIB3048-012-Q1-L1-D7 

BLASTX 

g3548802 

372 

1.0e-35 

142 
50 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi|4335769|gb[AAD17446| (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

190602 

475_1.R1039 

LIB3048-054-Q1-L1-B11 

190603 

476_1.R1039 

LIB3083-020-Q1-L1-D3 

BLASTX 

g3882211 

434 

2.0e-48 



25438 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



228 
48 

(AB018288) KIAA0745 protein [Homo sapiens] 



190604 

477_1.R1039 

LIB3048-031-Q1-L1-H2 

190605 

479JL.R1039 

uC-gsflnu33B015hllbl 

BLASTX 

g4432859 

479 

8.0e-48 

235 

48 

(AC006300) unknown protein 



[Arabidopsis thaliana] 



190606 

479_2.R1039 

g5047833 

BLASTX 

g4432859 

485 

1.0e-48 

201 

56 

(AC006300) unknown protein [Arabidopsis thaliana] 

190607 

479_3.R1039 

LIB3166-002-Q1-K1-D2 

BLASTX 

g4432859 

439 

5.0e-43 

201 
51 

(AC006300) unknown protein [Arabidopsis thaliana] 

190608 

479_4.R1039 

LIB3083-056-Q1-L1-F2 

BLASTX 

g4432859 

233 

5.0e-19 

180 
44 

(AC006300) unknown protein [Arabidopsis thaliana] 

190609 

480JL.R1039 

LIB3048-005-Q1-L1-H11 

BLASTX 

g2317729 



25439 



BLAST score 


480 


E value 


4.0e-48 


Match length 


114 


% identity 




NCBI Description 


(AF013627) reversibly glycosylated polypeptide 




[Arabidopsis thaliana] 


Seq. No. 


lyuoiu 


Contig ID 


4ol i.Riujy 


o -most EST 


LiBoiy /-uiz-pi-Mi-by 


Seq. No. 


lyuoii 


Contig ID 


4oz l.RltJoy 


ci —-,-,,-,+- rep 

o -most bbi 


TTmnyiQ mo T 1 Dl 1 
1i1djU4 o-UIZ— \2± hi— oil 


Method 


DliAo J. A 


NCBI GI 


gl245182 


BLAST score 


587 


E value 


1 . ue— iuo 


Match length 




% identity 


83 


NCBI Description 


(U49398) sterol delta-7 reductase [Arabidopsi 


Seq. No. 




Contig ID 


484 1.R1039 


5" -most EST 


uC-gsf Imaxxa028e04bl 


Seq. No. 


190613 


Contig ID 


485_1.R1039 


5 1 -most EST 


LIB3048-04o-Ql-Ll-D7 


Method 


BLASTX 


NCBI GI 


g2760347 


BLAST score 


1901 


E value 


0 . Oe+00 


Match length 


TOT 


% identity 


50 


NCBI Description 


(U84968) ubiquitm [Arabidopsis thaliana] 


Seq. No. 


190614 


Contig ID 


485_2 . R1039 


0 -most EST 


LIB Jlo y-Uzo-Pl-Kl-H4 


ne moa 


DIjAo 1 A 


iN^rsl ul 




BLAST score 


879 


E value 


7.0e-95 


Match length 


177 


% identity 


17 


NCBI Description 


(U2915 9) polyubiquitm containing 7 ubiquitm 




mays ] 


Seq. No. 


190615 


Contig ID 


485 3.R1039 


0 —most Hjoi 


lil do U 4 o — UiO yi lil — 


Method 


BLASTX 


NCBI GI 


g3335355 


BLAST score 


332 


E value 


7.0e-44 


Match length 


149 



25440 



% identity 

NCBI Description 



18 

(AC004512) Match to polyubiquitin DNA gb|L05401 from A. 
thaliana. Contains insertion of mitochondrial NADH 
dehydrogenase gb 1X82618 and gb 1X98301. May be a pseudogene 
with an expressed insert. EST gb|AA586248 comes from this 
region. [Arabi 



Seq. No. 


lyooio 


Contig ID 


485 5.R1039 


5 '-most EST 


LIB3166-002-Q1-K1-H8 


Metnoa 




NCBI GI 


gl362008 


BLAST score 


480 


E value 


I . ue-ou 


Matcri lengtn 


ICQ 

loo 


% identity 


17 


NCBI Description 


ubiqui tin- like protein 12 - Arabidopsis thaliana 


Seq. No. 


190617 


Contig ID 


485_6.R1039 


5 '-most EST 


LIB3148-058-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


gl70352 


BLAST score 


370 


E value 


9.0e-66 


Match length 


150 


% identity 


15 


NCBI Description 


(M74101) hexameric polyubiquitin [Nicotiana sylvestris] 




>gi [870792 (L05361) polyubiquitin [Arabidopsis thaliana] 




>gi 14115333 (L81139) ubiquitin [Pisum sativum] >gi 14115335 




(L81140) ubiquitin [Pisum sativum] 


Seq. No. 


190618 


Contig ID 


485 7.R1039 


5 '-most EST 


LIB3272-015-P1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4115337 


BLAST score 


845 


E value 


1.0e-90 


Match length 


237 


% identity 


17 


NCBI Description 


{L81141) ubiquitin [Pisum sativum] 


Seq. No. 


190619 


Contig ID 


485 9.R1039 


5 '-most EST 


LIB3196-012-P1-M1-A9 


Method 


BLASTX 


NCBI GI 


gl684855 


BLAST score 


338 


E value 


8.0e-32 


Match length 


106 


% identity 


16 


NCBI Description 


(U77939) ubiquitin-like protein [Phaseolus vulgaris] 


Seq. No. 


190620 


Contig ID 


485 13.R1039 


5 '-most EST 


LIB3048-019-Q1-L1-D12 



25441 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl00934 

618 

2.0e-64 

184 

10 

ubiquitin precursor Ubi-1 - maize >gi 1 422037 | pir || S20926 
ubiquitin precursor Ubi-2 - maize >gi | 248337 | bbs | 944 65 
(S94464) polyubiquitin (ubiquitin) [maize, Peptide, 533 aa] 
[Zea mays] >gi | 248339 |bbs 1 94467 (S94466) 
polyubiquitin (ubiquitin) [maize, Peptide, 533 aa] [Zea 
mays] 



oeq. iNO • 




Pont" n rr TH 






i.trToa R-o^n— m — t 1 -pr 


Method 


BLASTX 


NCBI GI 


g3044212 


BLAST score 


1039 


E value 


1.0e-133 


Match length 


271 


% identity 


86 


NCBI Description 


(AF057043) acyl-CoA oxidase [Arabidopsis 


Seq. No. 


190622 


Contig ID 


487 1.R1039 


5' -most EST 


LIB3272-009-P1-K1-C7 


Method 


BLASTX 


NCBI GI 


gll3742 


BLAST score 


494 


E value 


6. Oe-63 


Match length 


403 


% identity 


38 


NCBI Description 


AMINOPEPTIDASE N ( AL PHA- AMI NOACYL PEPTIDE 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 1 147142 (M15273) peptidase N [Escherichia coli] 

>gi 1 147144 (M15676) aminopeptidase N [Escherichia coli] 

>gi 1 1787163 (AE000195) aminopeptidase N [Escherichia coli] 

>gi|4062498|dbj|BAA35684| (D90731) Aminopeptidase n (EC 

3.4.11.2) (alpha-aminoacylpeptide hydrolase) . [Escherichia 

coli] 

190623 

487_2.R1039 

LIB3135-022-Q1-K1-E3 

BLASTX 

gll3742 

420 

4.0e-41 

188 

46 

AMINOPEPTIDASE N {ALPHA-AMINOACYLPEPTIDE HYDROLASE) 

>gi 1 147142 (M15273) peptidase N [Escherichia coli] 

>gi 1 147144 (M15676) aminopeptidase N [Escherichia coli] 

>gi 1 1787163 (AE000195) aminopeptidase N [Escherichia coli] 

>gi I 40624 98 | dbj |BAA35684| (D90731) Aminopeptidase n (EC 

3.4.11.2) (alpha-aminoacylpeptide hydrolase). [Escherichia 

coli] 



25442 



oeq. no. 




uontig id 


4 bO l.Kiuoy 


D ULUo L. __D-L 


t TR^n_ifi— noR— ni — t i -hq 
JjIdju _ o uuj yi ill Hj 


Seq. No. 


i a a _r a c 


f^* /-\ -r~\ 4- -l i~t jn 

UOnTlly 1U 


4 o y i . kiu _sy 


o — most. __oi. 


L1ojU4o u_u yi Ll by 


Method 


BLASTX 


NCBI GI 


g2980770 


dLlh.oi score 


010 


E value 


_c . ue-__ 


Match length 


110 


% identity 


Q *3 


inldI uescriprion 


(AL022198) putative protein kinase [Arabidopsis thaliana 


Seq. No. 


lyuozo 


wont-ig lu 


4 y u i . kiu j y 


0 iUOS L HiOi 


L1djU4o U_ / s_l lil jjy 


Method 


BLASTX 


NCBI GI 


g2244759 


JBLAbi score 


4ol 


E value 


i . ue — 4 o 


Match length 


11 / 


O J ______ ___ j_ J ^ _ _ 

% identity 


71 


NCBI Description 


(Z97335) selenium-binding protein [Arabidopsis thaliana] 


Seq. No. 


190627 


Contig ID 


>f A A t i A A a 

49z 1.R1039 


0 IROS L i_d1 


lil__oU4o — Uj / — yi— lil— n / 


Method 


BLASTX 


NUrSl (al 


gi J4 o oo / 


rsLAbi score 


0 / U 


E value 


1.0e-70 


Match length 


143 


% identity 


Q A. 

yu 


jNursi Description 


ixWUl I__U— L1J\__ nUMlltUrsUA rKUl__l_N o >gi 1 IU4 _) U4z | eitlD | LMojIjU 




(X92392) KNAT3 homeobox protein [Arabidopsis thaliana] 




>gi 14063731 (AC006259) KNAT3 homeo domain protein 




[Arabidopsis thaliana] 


Seq. No. 


ly0o__o 


Contig ID 


494 l.R10o9 


C T __.__.-i_ ririm 

o -most EST 


LIB J 14 D-030-Q1-K1-B2 


Seq. No. 


190629 


Contig ID 


jinc "1 TilAOA 

4 9o_l . RlUo9 


0 IUOSL HjoI 


Lid jU - O U 1j yi LI r _: 


Method 


BLASTX 


NCBI GI 


gl076511 


BLAST score 


580 


E value 


4.0e-60 


Match length 


141 


% identity 


82 



NCBI Description 



H+-transporting ATPase (EC 3.6.1.35) - kidney bean 
>gi|758250|emb|CAA597 99| (X85804) H (+) -transporting ATPase 
[Phaseolus vulgaris] 



25443 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



190630 

497_1.R1039 

uC-gsflmaxxa027h02bl 

BLASTX 

g4204313 

559 

2.0e-57 

125 
85 

(AC003027) lcl|prt_seq No definition line found 
[Arabidopsis thaliana] 

190631 

498_1.R1039 

LIB3048-006-Q1-L1-A9 

BLASTX 

g4099482 

356 

2.0e-33 

242 

33 

(U87791) eRFS [Homo sapiens] 

190632 

4 99_1.R1039 

uC-gsflmaxxa096h07bl 

190633 

499_2.R1039 

uC-gsronu33B036ellbl 

BLASTX 

g3334320 

1148 

1.0e-126 

307 

76 

40S RIBOSOMAL PROTEIN SA (P40) >gi 12444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

190634 

499_3.R1039 

LIB3I47-036-Q1-K1-E8 

BLASTX 

g3334320 

671 

1.0e-70 

142 

94 

40S RIBOSOMAL PROTEIN SA (P40) >gi 12444420 (AF020553) 
ribosome-associated protein p40 [Glycine max] 

190635 

500_1.R1039 

LIB3146-017-Q1-K1-D7 



Seq. No. 



190636 



25444 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



504_1.R1039 

LIB3048-011-Q1-L1-H6 

BLASTX 

g2102691 

302 

2.0e-27 

107 

59 

(U64817) fructokinase [Lycopersicon esculentum] 



190637 

505J..R1039 

g5050451 

BLASTX 

g2129826 

836 

1.0e-150 

315 

85 

dynamin-like protein phragmoplastin 5 
(U36430) SDL5A [Glycine max] 



- soybean >gi 11218004 



190638 

505_3.R1039 

LIB3048-036-Q1-L1-A6 

BLASTX 

g2129825 

479 

3.0e-48 

108 

84 

dynamin-like protein phragmoplastin 12 - soybean 
>gi | 1217994 (U25547) SDL [Glycine max] 



190639 

505_5.R1039 

LIB3083-112-Q1-L1-B7 

BLASTX 

g2129826 

602 

1.0e-62 

132 
89 

dynamin-like protein phragmoplastin 5 
(U36430) SDL5A [Glycine max] 



- soybean >gi 11218004 



190640 

507_1.R1039 

LIB3048-033-Q1-L1-B5 

BLASTX 

g3142303 

336 

3.0e-31 

153 
47 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb|U92650 from A. thaliana and canalicular multi-drug 



25445 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



resistance protein gb[L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 

190641 

507_2.R1039 

uC-gsronu33B148dl2bl 

BLASTX 

g2980641 

283 

9.0e-42 

195 

46 

(Y11250) multi resistance protein [Arabidopsis thaliana] 

190642 

510_1.R1039 

LIB3048-026-Q1-L1-C5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



190643 

512JL.R1039 

LIB3135-053-Q1-K1-A1 

BLASTX 

g3269288 

802 

1.0e-85 

204 

77 

(AL03097 8) putative protein [Arabidopsis thaliana] 

190644 

512_2.R1039 

LIB3272-015-P1-K1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190645 

515JL.R1039 

LIB3197-005-P1-M1-A4 

BLASTX 

gl346180 

382 

1.0e-36 

85 

85 

GLYCINE-RICH RNA-BINDING PROTEIN GRP1A >gi 1496233 (L31374) 
homology with RNA-binding proteins in meristematic tissue 
[Sinapis alba] 

190646 

516_1.R1039 

LIB3048-029-Q1-L1-B7 

BLASTX 

gl!55261 

614 

6.0e-64 

148 

81 

(U40217) eukaryotic release factor 1 homolog [Arabidopsis 
thaliana] 



25446 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190647 

518JL.R1039 

LIB3083-116-Q1-L1-H2 

BLASTX 

g2262173 

397 

2.0e-38 

146 

56 

(AC002329) NADPH thioredoxin reductase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190648 

523JL.R1039 

LIB3048-052-Q1-L1-E9 

190649 

524JL.R1039 

g5045299 

BLASTX 

g4335751 

621 

1.0e-100 

247 

68 

(AC006284) putative methyltransf erase [Arabidopsis 
thaliana] 

190650 

531JL.R1039 

LIB3048-006-Q1-L1-E10 

190651 

532JL.R1039 

uC-gsronu33B099b04bl 

BLASTX 

g2088647 

809 

9.0e-87 

188 

83 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi 1 3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 

190652 

534JL.R1039 

LIB3165-034-P1-K3-F1 

BLASTX 

g4455225 

844 

1.0e-90 

195 
73 

(AL0354 40) putative protein [Arabidopsis thaliana] 



25447 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190653 

537J..R1039 

LIB3048-042-Q1-L1-A3 

BLASTX 

g4490732 

688 

3.0e-72 

221 

67 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190654 

537_2.R1039 

LIB3166-018-P1-K1-F1 

BLASTX 

g4490732 

1834 

0.0e+00 

374 

90 

(AL035709) phosphoenolpyruvate carboxykinase (ATP) -like 
protein [Arabidopsis thaliana] 



Seq. No. 


190655 


Contig ID 


538_1.R1039 


5' -most EST 


LIB3048-012-Q1-L1-G4 


Method 


BLASTX 


NCBI GI 


gl407705 


BLAST score 


1054 


E value 


1.0e-115 


Match length 


236 


% identity 


79 


NCBI Description 


(U60202) lipoxygenase [Solanum tuberosum] 


Seq. No. 


190656 


Contig ID 


539 1.R1039 


5' -most EST 


LIB3197-011-P1-M1-D3 


Method 


BLASTX 


NCBI GI 


g3367591 


BLAST score 


345 


E value 


3.0e-32 


Match length 


166 


% identity 


39 


NCBI Description 


(AL031135) putative protein [Arabidopsis thaliana 


Seq. No. 


190657 


Contig ID 


540 1.R1039 


5 '-most EST 


g5049712 


Method 


BLASTX 


NCBI GI 


g3785978 


BLAST score 


456 


E value 


4.0e-45 


Match length 


193 


% identity 


61 


NCBI Description 


(AC005560) unknown protein [Arabidopsis thaliana] 



25448 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



RNA (23S rRNA) gene 



190658 

542_1.R3.039 

LIB3048-021-Q1-L1-F3 

190659 

543J..R1039 

uC-gsflnu33B146c05bl 

190660 

544_1.R1039 

LIB3048-006-Q1-L1-F12 

BLASTN 

g304040 

226 

1.0e-124 

313 

94 

Alnus incana chloroplast 23S ribosomal 

190661 

546_1.R1039 

LIB3048-019-Q1-L1-B3 



190662 

555J..R1039 

LIB3147-052-Q1-K1-D9 

BLASTX 

gll2863 

686 

2.0e-72 

139 

86 

STYLE DEVELOPMENT-SPECIFIC PROTEIN 9612 PRECURSOR 
>gi|100227|pir| IS12209 hypothetical protein - tomato 
>gi|19162|emb|CAA38979| (X55193) 9612 ,[Lycopersicon 
esculentum] 

190663 

555_2.R1039 

LIB3048-006-Q1-L1-G12 

BLASTX 

g2463509 

500 

1.0e-50 

132 

73 

(Y09541) pectate lyase [Zinnia elegans] 

190664 

556JL.R1039 

LIB3165-006-P1-K3-C11 

BLASTX 

g2369714 

2140 

0.0e+00 

473 

88 



25449 



NCBI Description (297178) elongation factor 2 [Beta vulgaris] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 
Method 



190665 

556_2.R1039 

uC-gsflmaxxa040h03bl 

BLASTX 

g2369714 

1343 

1.0e-14 9 

270 
94 

(Z97178) elongation factor 2 



[Beta vulgaris] 



190666 

556_3.R1039 

LIB314 6-056-Q1-K1-D12 

BLASTX 

g2369714 

267 

1.0e-31 

115 

76 

(Z97178) elongation factor 2 [Beta vulgaris] 

190667 

556_4.R1039 

LIB314 9-055-Q1-K1-F5 

BLASTX 

g2369714 

305 

8.0e-28 

72 

82 

(Z97178) elongation factor 2 [Beta vulgaris] 



190668 

557_1.R1039 

LIB3048-019-Q1-L1-C4 

190669 

557_2.R1039 

g5046752 

BLASTX 

g728882 

772 

2.0e-82 

159 

92 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 
>gi | 453191 | emb | CAA54564 | 
[Arabidopsis thaliana] 

190670 
557_3.R1039 
LIB3146-046-Q1-K1-B2 
BLASTX 



3 >gi|541846|pir| IS41938 
3 - Arabidopsis thaliana 
(X77385) ADP-ribosylation factor 3 



25450 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2665890 
378 

2.0e-36 

90 

79 

(AF035944) calcium-dependent protein kinase [Fragaria x 
ananas sa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190671 

557_4.R1039 

g3325664 

BLASTX 

g2665890 

879 

9.0e-95 

212 

79 

(AF035944) calcium-dependent protein kinase [Fragaria x 
ananassa] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190672 

559_1.R1039 

LIB3272-009-P1-K1-D6 

BLASTX 

g3184082 

377 

5.0e-36 

201 

40 

(AL023781) N-terminal acetyltransf erase 1 
[Schizosaccharomyces pombe] 

190673 

560_1.R1039 

LIB3145-041-Q1-K1-G6 

BLASTX 

g728744 

445 

4.0e-44 

131 

67 

AUXIN-INDUCED PROTEIN PCNT115 >gi | 100305 | pir| | S16390 
auxin-induced protein - common tobacco 
>gi 1 19799 1 emb| CAA39708 | (X56267) auxin-induced protein 
[Nicotiana tabacum] 

190674 

562_1.R1039 

LIB3048-006-Q1-L1-G9 

BLASTX 

g4204265 

315 

3.0e-67 

236 

61 

(AC005223) 45643 [Arabidopsis thaliana] 



25451 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



190675 

566JL.R1039 

LIB3048-040-Q1-L1-A2 

BLASTX 

gl352088 

1419 

1.0e-174 

399 

78 

CITRATE SYNTHASE, MITOCHONDRIAL PRECURSOR >gi 1624676 
(U19481) citrate synthase precursor [Citrus maxima] 



190676 

567JL.R1039 

LIB3048-008-Q1-L1-C9 

BLASTX 

g!363325 

321 

3.0e-29 

179 

60 

RNA helicase HEL117 - rat >gi | 
[Rattus norvegicus] 



897915 (U25746) RNA helicase 



190677 

568_1.R1039 

LIB3189-007-P1-K1-F3 

BLASTX 

g464980 

805 

6.0e-86 

152 

97 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi| 166422 (L06967) 
ubiquitin carrier protein [Medicago sativa] 

190678 

569_1.R1039 

LIB3048-006-Q1-L1-H6 

190679 

573_1.R1039 

LIB3048-033-Q1-L1-A6 

BLASTX 

g282881 

199 

2.0e-15 

122 

39 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi 116684 6 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 

190680 

574_1.R1039 

LIB3048-052-Q1-L1-H9 



25452 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g730241 

316 

4.0e-29 

123 

50 

DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE- 
GLYCOSYLTRANSFERASE 48 KD SUBUNIT 
TRANSFERASE 48 KD SUBUNIT) (DDOST 
(HA0643) >gi | 473947 | dbj |BAA06126| 



-PROTEIN 

PRECURSOR (OLIGOSACCHARYL 
48 KD SUBUNIT) (KIAA0115) 
(D29643) similar to Canis 





oligosaccharyltransf erase 4 




sapiens] 


Seq. No. 


190681 


Contig ID 


575_1.R1039 


5 '-most EST 


LIB3048-033-Q1-L1-H1 


Seq. No. 


190682 


Contig ID 


576__1.R1039 


5 f -most EST 


LIB3048-007-Q1-L1-A2 


Method 


BLASTX 


NCBI GI 


g2909781 


BLAST score 


469 


E value 


3.0e-47 


Match length 


118 


% identity 


79 


NCBI Description 


(AF020288) MgATP-energized 
[Arabidopsis thaliana] 


Seq. No, 


190683 


Contig ID 


578 1.R1039 


5 '-most EST 


LIB3048-013-Q1-L1-E1 


Seq. No. 


190684 


Contig ID 


579 1.R1039 


5 '-most EST 


LIB3272-052-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2497538 


BLAST score 


243 


E value 


1.0e-20 


Match length 


94 


% identity 


56 



kDa subunit (M98392) . [Homo 



NCBI Description 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi | 466350 (L08632) 
pyruvate kinase [Glycine max] 

190685 

580_1.R1039 

LIB3048-020-Q1-L1-E10 

BLASTX 

gl778370 

600 

2.0e-62 

142 

79 

(U77678) asparagine synthetase 2 [Glycine max] 



Seq. No, 



190686 



25453 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



581_1.R1039 

LIB3048-029-Q1-L1-H7 

BLASTX 

gl703200 

625 

2.0e-65 

128 

92 

PROTEIN KINASE AFC 2 >gi| 601789 (U16177) protein kinase 
[Arabidopsis thaliana] >gi | 642130 | dbj | BAA08214 | (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi| 4220516|emb|CAA22989| (AL035356) protein kinase (AFC2 ) 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190687 

584JL.R1039 

LIB3048-007-Q1-L1-B1 

BLASTX 

gll69782 

746 

2.0e-79 

189 

76 

FUSCA PROTEIN FUS6 >gi 1432446 (L26498) 
thaliana] 



FUS6 [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



190688 

594JL.R1039 

LIB304 8-007-Q1-L1-B8 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190689 

596_1.R1039 

LIB3048-013-Q1-L1-E5 

BLASTX 

g2739381 

557 

4.0e-57 

175 

61 

(AC002505) putative patatin [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190690 

596_2.R1039 

LIB3048-038-Q1-L1-C1 

BLASTX 

g2739381 

563 

5.0e-70 

204 

66 

(AC002505) putative patatin [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



190691 

597JL.R1039 

LIB3048-019-Q1-L1-C10 

BLASTX 

g4468046 



25454 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



477 

1.0e-72 

279 
53 

(X69192) catechol methyltransf erase [Vanilla planifolia] 

190692 

599_1.R1039 

LIB3083-015-Q1-L2-B1 

BLASTX 

g2833388 

2156 

0.0e+00 

519 

78 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR 
>gi| 629660 | pir | IS43341 ADPglucose — starch 
glucosyltransferase (EC 2.4.1.21) precursor - cassava 
>gi|437042|emb|CAA52273| (X74160) starch (bacterial 
glycogen) synthase [Manihot esculenta] 

190693 

599_2.R1039 

uC-gsflmaxxa042fl2bl 

BLASTX 

g3688123 

412 

1.0e-40 

143 

65 

(AJ006293) granule-bound starch synthase [Antirrhinum 
maj us] 



Seq. No. 


190694 


Contig ID 


599_3.R1039 


5' -most EST 


uC-gs f ImaxxaO 4 8 f 1 Ob 1 


Method 


BLASTN 


NCBI GI 


g437041 


BLAST score 


57 


E value 


3.0e-23 


Match length 


125 


% identity 


86 


NCBI Description 


M. esculenta mRNA for 


Seq. No. 


190695 


Contig ID 


601 1.R1039 


5' -most EST 


LIB3145-030-Q1-K1-G3 


Method 


BLASTX 


NCBI GI 


g 4544454 


BLAST score 


504 


E value 


2.0e-84 


Match length 


181 


% identity 


86 


NCBI Description 


(AC006592) putative 


Seq. No. 


190696 


Contig ID 


602JL.R1039 



25455 



o • 



•J lUUO L CiOi 


Jj1.DOU*±Q Uu / yl LI 


Mpt" hriH 


RT.ASTX 


NCBI GI 


g3096935 


BLAST score 


526 


E Value 


z . ue-oo 


HaLcn leng lii 


9^7 


-5 iGLeni.ir,y 


A 7 
4 / 


NCBI Description 


(ALuzoUy4j putative protein LArabiaopsis tnaliana] 


oeq . NO . 


iy u oy / 


/"* r>-n +- -i /r TH 


tf^n/i i "Dime* 
OU4 l.KlUoy 


w) UlUQ t HjOI 


T TTV^CiA Q — fl 9 H— HI — T 1 _r*^ 
L1djU4o UiU yl LI uD 




DlinO X tN 


NCBI GI 


gl465367 


BLAST score 


37 


iij value 


o . ue~i i 


rid U CXI Icily til 


^7 


% identity 


91 


NCBI Description 


A.thaliana mRNA for RAP-1 protein 


Del]* WO • 




C* r\-r\+- -i jt T Pi 

uont-iy 1U 


buy i.Kiuoy 


O "ItlOSL itibx 


LlbJU4o-uoo-Ul-LI-Hll 


beq. no. 


lyubyy 


Contig ID 


d1(J l.RlOiy 


o -most: hoi 


XjIBoIod-U1LI-P1-K1-C11 




Dixfibl A 


NCBI GI 


g4558547 


BLAST score 


293 


E value 


z . ue— Zb 


Match length 


1 A C 

14 o 


% identity 


45 


NCBI Description 


(AC007138) hypothetical protein [Arabidopsis thaliana 


oeq. no. 


iyu / uu 


-Contig ID 


612 1.R1039 


5 '-most EST 


LIB3048-032-Q1-L1-G11 




x y u /ui 


uomziy J.JJ 


£i "3 i di mo 
oij i.Kiujy 


o —most Hibi 


L1BJU40-UU /-Q1-L1-D4 


beg. no. 


iyu /Uz 


oonrig id 


bl4 l.RIQjy 


o mo sr. £j b i 


L1dJU4 o~Uo4-yi— Ll-bll 


lXieT-IiOQ 


Dixtib 1 A 


MPDT r<T 

Vi \s D _L V7 X 




BLAST score 


206 


E value 


4.0e-16 


Match length 


yo 


^ icienx.ix.y 


04 


NCBI Description 


(AB008105) ethylene responsive element binding factor 




[Arabidopsis thaliana] 


Seq. No. 


190703 


Contig ID 


615 1.R1039 



25456 



5" -most EST 



LIB3048-033-Q1-L1-E2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



190704 

619JL.R1039 

LIB3048-049-Q1-L1-C12 

190705 

625_1.R1039 

g5046153 

BLASTX 

g!749596 

717 

1.0e-75 

222 
60 

(D89194) similar to Rat ATP citrate-lyase, SWISS-PROT 
Accession Number P16638 [Schizosaccharomyces pombe] 

190706 

625_2.R1039 

LIB3083-006-Q1-L1-F1 

BLASTX 

gll3116 

1302 

1.0e-144 

491 

51 

ATP -CITRATE (PRO-S-) -LYASE (CITRATE CLEAVAGE ENZYME) 
>gi|111396|pir| IA35007 ATP citrate (pro-S) -lyase (EC 
4.1.3.8) - rat >gi|203490 (J05210) ATP citrate-lyase 
[Rattus norvegicus] 

190707 

625_3.R1039 

g3326424 

BLASTX 

g4107343 

272 

1.0e-23 

139 

40 

(AJ224922) ATP citrate lyase [Sordaria macrospora] 

190708 

626JL.R1039 

LIB3272-048-P1-K1-E7 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



190709 

627_1.R1039 

LIB3048-029-Q1-L1-E8 

190710 

628_1.R1039 

LIB3166-033-P1-K1-B6 

BLASTX 

g477819 

1220 



25457 



E value 
Match length 
% identity 
NCBI Description 



1.0e-134 

313 

76 

mitochondrial processing peptidase (EC 3.4.99,41) beta 
chain precursor - potato >gi | 410634 | bbs 1 136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190711 

629J..R1039 

uC- gs f lmaxxa 0 9 8 f 1 lb 1 

BLASTX 

g4262250 

577 

2.0e-59 

159 

75 

(AC006200) putative aldolase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190712 

629_2.R1039 

LIB3145-001-P1-K1-F3 

BLASTN 

g4262221 

61 

2.0e-25 

383 

84 

Arabidopsis thaliana chromosome II BAC F10A8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

190713 

632JL.R1039 

LIB3120-053-P1-K1-C7 

BLASTX 

g3421134 

737 

1.0e-100 

289 

70 

(AF045666) arginine decarboxylase [Theobroma cacao] 

190714 

632_2.R1039 

uC-gsronu33B160e09bl 

BLASTX 

g2347054 

749 

1.0e-79 

198 

73 

(X96791) arginine decarboxylase [Vitis vinifera] 



Seq. No. 
Contig ID 
5 '-most EST 



190715 

632_3.R1039 

uC-gsronu33B108e08bl 



25458 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2347054 

632 

8.0e-66 

183 

67 

(X96791) 



arginine decarboxylase [Vitis vinifera] 



190716 

634JL.R1039 

uC-gsronu33B138ellbl 

BLASTX 

g2739279 

735 

1.0e-77 

273 

53 

(AJ223177) short chain alcohol dehydrogenase [Nicotiana 
tabacum] >gi | 2791348 | emb | CAA11154 | (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 

190717 

637JL.R1039 

g5045364 

BLASTX 

gll71978 

624 

6.0e-65 

229 

26 

POLYADENYLATE- BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi | 304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi | 2911051 | emb | CAA17561 | (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

190718 

637_2.R1039 

LIB3147-023-Q1-K1-D7 

BLASTX 

gll71978 

227 

2.0e-18 

89 

48 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi | 304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi | 2911051 | emb | CAA17561 | (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

190719 

638_1.R1039 

LIB3048-019-Q1-L1-E2 

BLASTX 

g4530126 

429 

2.0e-42 
116 



25459 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



72 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

190720 

640JL.R1039 

uC-gsflnu33B093b01bl 

BLASTX 

g2129955 

382 

6.0e-38 

128 

59 

photoassimilate-responsive protein PAR-lb precursor - 
common tobacco >gi | 871487 | emb | CAA58731 1 (X83851) mRNA 
inducible by sucrose and salicylic acid expressed in 
sugar-accumulating tobacco plants [Nicotiana tabacum] 

190721 

640_2.R1039 

LIB3048-007-Q1-L1-G1 

BLASTX 

g2129956 

304 

7.0e-38 

147 

52 

photoassimilate-responsive protein PAR-lc precursor - 
common tobacco >gi | 871489 | emb | CAA58732 | (X83852) mRNA 
inducible by sucrose and salicylic acid and potato virus Y 
expressed in sugar-accumulating plants [Nicotiana tabacum] 

190722 

64 1_2.R1039 

LIB3048-041-Q1-L1-F2 

BLASTX 

g3831455 

175 

1.0e-12 

69 

77 

(AC005700) putative ubiquitin activating enzyme 
[Arabidopsis thaliana] 

190723 

642_1.R1039 

g3326391 

BLASTX 

g4455365 

153 

8.0e-10 

31 

87 

(AL035524) putative protein [Arabidopsis thaliana] 

190724 

642 2.R1039 



25460 



# • 



■ C f yv-i 4- "COT 1 

3 — iUOSt. JliOl 


ItlooU^ o Ujo yi"Ll~UlU 


L v ltS LX1UU. 


Oj_LriO J- A. 


NCBI GI 


g4455365 


BLAST score 


272 


E value 


q n ^ o ^ 
o . \)&—Z 4 


Match length 


57 


% identity 


O 1 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


iyu /2o 


Contig ID 


o42 o.Riujy 


C T _wi /--> c-» 4- POT 


.Lli5JU4 o — Ujo- CJ1— Ll— CjO 


TWT/^v y"\ 




NFPRT f^T 

LNV^D J. VJ J_ 




BLAST score 


305 


E value 


1.0e-47 


Matcn length 


zo y 


is lQenniuy 




f *NCBI Description 


(M32885) cytochrome P-450LXXIA1 (cyp71Al) [Persea 




americana] 


beq. No. 


i y u /zd 


contig ID 


o4y l.Riuoy 


5 -most EST 


LIB3048-025-Q1-L1-A6 


Seq. No. 


190727 


Contig ID 


652_1.R1039 


o -most EST 


LIB31oo-03o-Ql-Kl-A4 


Metnoa 


□ T 7V C rpv 


NCBI GI 


g2827551 


BLAST score 


159 


E value 


3 . ue-10 


Match length 


112 


% identity 




NCBI Description 


(AL021635) predicted protein [Arabidopsis thaliana] 


Seq. No. 


190728 


Contig ID 


652 2.R1039 


D -most EbT 


gouou /ly 


Method. 




NCBI GI 


g2827551 


BLAST score 


411 


E value 


1 . Oe-39 


Match length 


zio 


% identity 


49 


NCBI Description 


(AL021635) predicted protein [Arabidopsis thaliana] 


Seq. No. 


190729 


Contig ID 


653_1.R1039 


5 1 -most EST 


LIB3166-009-P1-K1-H3 


Method 


DT 71 C""PV 

bLAo I A 




g jj y y y / 4 


BLAST score 


347 


E value 


2.0e-32 


Match length 


169 


% identity 


43 


NCBI Description 


(AF038651) GTP pyrophosphokinase [Corynebacterium 



25461 



glut ami cum] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190730 

657J..R1039 

LIB3189-022-P1-K1-D2 

BLASTX 

g3377797 

767 

2.0e-81 

181 
84 

(AF075597) Similar to 60S ribosome protein LI 9; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190731 

657_2.R1039 

LIB3083-051-Q1-L1-F8 

BLASTX 

g3377797 

781 

3.0e-83 

183 

84 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190732 

657__3.R1039 

LIB3083-101-Q1-L1-A12 

BLASTX 

g3377797 

445 

3.0e-44 

117 

75 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190733 

657_4.R1039 

uC-gsronu33B018a08bl 

BLASTX 

g3377797 

247 

5.0e-21 

53 

94 

(AF075597) Similar to 



60S ribosome protein LI 9; coded for 



25462 



by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190734 

662_1.R1039 

LIB3048-008-Q1-L1-A10 

BLASTN 

g3449322 

76 

3.0e-34 

256 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXC17, complete sequence [Arabidopsis thaliana] 

190735 

664__1.R1039 

uC-gsflnu33B109c08bl 

BLASTX 

g2569938 

240 

7.0e-20 

153 

38 

(Y15193) GAI [Arabidopsis thaliana] 

190736 

665JL.R1039 

uC-gsflmaxxa098c03bl 

BLASTX 

g3549670 

651 

4.0e-68 

154 

81 

(AL031394) putative protein [Arabidopsis thaliana] 

190737 

666JL.R1039 

uC-gsflnu33B114b05bl 

BLASTX 

g4101626 

545 

1.0e-55 

152 

67 

(AF005096) desaturase/cytochrome b5 protein [Ricinus 
communis] 



Seq. No. 
Contig ID 
5 r -most EST 
Method 
NCBI GI 
BLAST score 



190738 

668_1.R1039 

LIB3048-008-Q1-L1-D4 

BLASTX 

g3641836 

742 



25463 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-78 

252 
73 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

190739 

670_1.R1039 

g3326493 

BLASTX 

g2642450 

1302 

1.0e-144 

326 
76 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi 13169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 

190740 

673JL.R1039 

LIB3048-053-Q1-L1-B11 

190741 

676_1.R1039 

uC-gsronu33B098dl0bl 

BLASTX 

g4138265 

720 

1.0e-108 

245 

74 

(AJ006228) Avr9 elicitor response protein [Nicotiana 
tabacum] 

190742 

676_2.R1039 

LIB3048-051-Q1-L1-F9 

BLASTX 

g2388580 

275 

2.0e-24 

67 

69 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb|1253956) . [Arabidopsis thaliana] 

190743 

677_1.R1039 

uC-gsronu33B109d07bl 

BLASTX 1 

g4210330 

2262 

0.0e+00 

490 

85 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 



25464 



[Arabidopsis thaliana] 



oetj. wo. 


1 QC\1A A 
±jKJ f 4 4 


^ontig J.JJ 


fill o pi n^Q 


IT I _m Aof TTOT 
D "IuOSl CjoI 


T T ^* *— f"* "V"" y-N ii J J 

uL~gsronujj 


Method 


BLASTX 


NCBI GI 


g2827711 


0±j£\0 1 SCOre 




E value 


O Art £1 

z . ue— oi 


LYldudl icily CIl 


1 89 
IOZ 


-s identity 


DO 


NCBI Description 


i AijUZl DO 4 J 




[Arabidopsi 


oeq. 1N0 . 


xyu / 4o 


LOIlLly 1JJ 


67£ 1 di n^Q 
u / O 1 . KIUjj 


5' -most EST 


g5044895 


Method 


BLASTX 




gzy yoyoo 


dliH.0 i score 


O / y 


E value 


4 . oe-oo 


Matcn lengtn 


104 


% identity 


/ U 


NCBI Description 


(AF053565) 


beq. No, 


i n a *7 a c 

lyu /4o 


(^ontig iu 


ool l.KlUJy 


o -most hjbi 


lilhJJlDD— U4U 


Method 


BLASTX 


NCBI GI 


g2465923 


eslaoj. score 


zlo 


E value 


c a« T T 

o . Oe-1 / 


Match length 


123 


% identity 


22 


inujdi Description 


t a T?no A £AQ\ 
{At UZ4 04 o ; 




[Arabidopsi 


beg. wo. 


iyu /4 / 


^onuig iu 


£Q 0 1 Di flQQ 
DoZ l.KlUjy 


5 1 -most EST 


LIB3048-008 


Method 


BLASTX 


JNCJ3I bl 


g4oi4o / 0 


BLAST score 


OTA 

270 


E value 


O A _ AO 

2 . Oe-23 


Match length 


199 


% identity 


"3 Q 
JO 


NCBI Description 


(AC006232) 


beg. no. 


iyu / 4o 


f^r\rfh A rr T Pi 

LOucly IU 


DOJ l.KlUjy 


5' -most EST 


LIB3048-008 


Method 


BLASTX 


NCBI GI 


g2245064 


BLAST score 


168 


E value 


7.0e-12 


Match length 


71 


% identity 


52 



oxoglutarate dehydrogenase - like protein 



glutaredoxin I [Mesembryanthemum crystallinum] 



similar to PIG-L [Arabidopsis thaliana] 



25465 



NCBI Description (Z97342) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190749 

685JL.R1039 

LIB3048-008-Q1-L1-C11 

BLASTX 

g3065814 

332 

8.0e-31 

190 
44 

(AF058714) sodium-dicarboxylate cotransporter SDCT1 [Rattus 
norvegicus] >gi | 3168585 | dbj | BAA28 609 | (AB001321) 
sodium- dependent dicarboxylate transporter [Rattus 
norvegicus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190750 

687_1.R1039 

g3326059 

BLASTX 

g3450842 

381 

2.0e-36 

113 

65 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190751 

687_2.R1039 

LIB3048-053-Q1-L1-A7 

BLASTX 

g3450842 

283 

6.0e-25 
157 
48 

(AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



Seq. No. 
Contig ID 
5' -most EST 



190752 

688_1.R1039 

LIB3048-024-Q1-L1-F1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190753 

689_1.R1039 

LIB3048-031-Q1-L1-F6 

BLASTX 

g2827561 

224 

2.0e-18 

117 

41 

(AL021635) predicted protein [Arabidopsis thaliana] 
>gi|3292809|emb|CAA19799| (AL031018) putative protein 
[Arabidopsis thaliana] 



25466 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190754 

692J..R1039 

LIB3048-008-Q1-L1-C8 

190755 

695J..R1039 

LIB3083-050-Q1-L1-F6 

BLASTN 

gl495250 

33 

9.0e-09 

171 

87 

A.thaliana mRNA for heat-shock protein 

190756 

697_1.R1039 

g5050148 

BLASTX 

gll76081 

340 

2.0e-31 

156 
46 

HYPOTHETICAL PROTEIN HI0671 >gi | 107 4 478 | pir 1 | F6415 6 
hypothetical protein HI0671 - Haemophilus influenzae 
(strain Rd KW20) >gi|1573672 (U32750) conserved 
hypothetical protein [Haemophilus influenzae Rd] 

190757 

698_1.R1039 

LIB3048-008-Q1-L1-H10 

BLASTX 

g3287683 

382 

6.0e-37 

135 

16 

(AC003979) Similar to apoptosis protein MA- 3 gb|D50465 from 
Mus musculus. [Arabidopsis thaliana] 

190758 

699JL.R1039 

LIB3197-054-Q1-M1-E1 

BLASTX 

gl36739 

1975 

0.0e+00 

464 

82 

UTP— GLUCOSE- 1-PHOSPHATE UR I DYLYL TRANSFERASE {UDP-GLUCOSE 
PYROPHOSPHORYLASE) (ODPGP) >gi i 67061 1 pir | |XNPOU 
UTP — glucose- 1-phosphate uridyl yltransferase (EC 2.7.7.9) - 
potato >gi | 218001 |dbj |BAA00570| (D00667) UDP-glucose 
pyrophosphorylase precursor [Solanum tuberosum] 



Seq. No. 



190759 



25467 



Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



701_1.R1039 

LIB3197-059-Q1-M1-B7 

BLASTX 

g3319355 

1961 

0.0e+00 

426 

91 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 



Seq. No. 


190760 


Contig ID 


702_1.R1039 


5' -most EST 


LIB3048-015-Q1-L1-H10 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


858 


E value 


1.0e-114 


Match length 


271 


% identity 


62 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 


Seq. No. 


190761 


Contig ID 


704 1.R1039 


5 '-most EST 


LIB3048-025-Q1-L1-E8 


Method 


BLASTX 


NCBI GI 


g4204265 


BLAST score 


572 


E value 


8.0e-59 


Match length 


233 


% identity 


54 


NCBI Description 


(AC005223) 45643 [Arabidopsis thaliana] 


Seq. No. 


190762 


Contig ID 


707 l.RluJy 


5 '-most EST 


LIB3048-008-Q1-L1-E11 


Seq. No. 


190763 


Contig ID 


711 1.R1039 


5 '-most EST 


LIB3048-027-Q1-L1-A1 


Seq. No. 


190764 


Contig ID 


713 1.R1039 


5 '-most EST 


LIB3272-019-P1-K1-A11 


Method 


BLASTX 


NCBI GI 


g231675 


BLAST score 


696 


E value 


1.0e-113 


Match length 


331 


% identity 


67 


NCBI Description 


CINNAMYL-ALCOHOL DEHYDROGENASE (CAD) >gi i 282955 | pir | 



IS23525 

cinnamyl-alcohol dehydrogenase (EC 1.1.1.195) - common 
tobacco >gi|19839|emb|CAA44216| (X62343) cinnamyl-alcohol 
dehydrogenase [Nicotiana tabacum] 



Seq. No. 
Contig ID 



190765 

713 2.R1039 



25468 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3272-018-P1-K1-G7 

BLASTX 

g3913185 

429 

2.0e-42 

133 

59 

CINNAMYL ALCOHOL DEHYDROGENASE (CAD) >gi 12984653 (AF038561) 
cinnamyl alcohol dehydrogenase; CAD [Eucalyptus globulus] 



Seq. No. 


190766 


Contig ID 


714 1.R1039 


5 1 -most EST 


LIB3048-023-Q1-L1-F6 


Method 


BLASTX 


NCBI GI 


g2911059 


BLAST score 


631 


E value 


5.0e-66 


Match length 


146 


% identity 


87 


NCBI Description 


(AL021961) putative protein [Arabidopsis thai 


Seq. No. 


190767 


Contig ID 


715 1.R1039 


5' -most EST 


LIB3048-008-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


g2244987 


BLAST score 


229 


E value 


5.0e-19 


Match length 


98 


% identity 


48 


NCBI Description 


(Z97340) similarity to protein kinase - slime 




(Dictyostelium) [Arabidopsis thaliana] 


Seq. No. 


190768 


Contig ID 


716 1.R1039 


5 '-most EST 


LIB3272-058-P1-K1-H7 


Method 


BLASTX 


NCBI GI 


g3602981 


BLAST score 


195 


E value 


8.0e-15 


Match length 


87 


% identity 


51 


NCBI Description 


(AF041468) acetohydroxyacid synthetase small 




[Guillardia theta] 


Seq. No. 


190769 


Contig ID 


717 1.R1039 


5 '-most EST 


LIB3145-057-Q1-K1-E9 


Method 


BLASTN 


NCBI GI 


gl66411 


BLAST score 


251 


E value 


1.0e-138 


Match length 


1146 


% identity 


81 


NCBI Description 


Medicago sativa NADH-glutamate synthase mRNA, 


Seq. No. 


190770 



comlete cds 



25469 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



717_2.R1039 

uC-gsronu33B125e07bl 

BLASTX 

g417073 

1773 

0.0e+00 

415 

81 

GLUTAMATE SYNTHASE (NADH) PRECURSOR (NADH-GOGAT) 
>gi | 484529 | pir | | JQ1977 glutamate synthase (NADH) (EC 
1.4.1.14) - alfalfa >gi 1166412 (L01660) NADH -glutamate 
synthase [Medicago sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190771 

718JL.R1G39 

uC-gsronu33B021c06bl 

BLASTX 

g4262174 

797 

2.0e-85 

194 

71 

(AC005508) 9058 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190772 

723J..R1039 

LIB3149-004-P1-K1-B10 

BLASTX 

gl706323 

487 

5.0e-49 

164 

57 

ORNITHINE DECARBOXYLASE 
ornithine decarboxylase 
>gi | 871008 | emb | CAA61121 | 
[Datura stramonium] 



(ODC) >gi|2118242|pir||S64704 
(EC 4.1.1.17) - jimsonweed 
(X87847) ornithine decarboxylase 



Seq. No. 
Contig ID 
5' -most EST 



190773 

725_1.R1039 

LIB3083-023-Q1-L1-G5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190774 

727_1.R1039 

LIB3135-050-Q1-K1-H10 

BLASTX 

g3176708 

269 

1.0e-23 

104 
53 

(AC002392) putative proline-rich protein APG [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



190775 

734_1.R1039 

LIB3189-014-P1-K1-E8 



25470 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2935298 

2485 

0 ,06+00 

578 

85 

(AF038045) 3-hydroxy-3-methylglutaryl-coenzyme A reductase 
1 [Gossypium hirsutum] 



Seq. No. 


190776 


Contig ID 


736_1.R1039 


5 ' -most EST 


LIB3189-032-P1-K1-H2 


Method 


BLASTX 


NCBI GI 


— O O A a m 1 

g2244971 


blast score 


lllo 


E value 


1 Hs\ 1 O O 

i . ue— izz 


Match length 


281 


% identity 


74 


NCBI Description 


(Z97340) hypothetical prot< 


Seq* No. 


190777 


Contig ID 


737 1.R1039 


5* -mo st EST 


LIB3048-025-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g2498706 


BLAST score 


150 


E value 


4.0e-13 


Match length 


63 


% identity 


60 


NCBI Description 


ORIGIN RECOGNITION COMPLEX 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U40269) atOrc2p [Arabidopsis thaliana] >gi| 3236239 
(AC004684) origin recognition complex protein [Arabidopsis 
thaliana] 

190778 

742_2.R1039 

LIB3272-023-P1-K1-C8 

BLASTX 

gl619300 

934 

1.0e-101 

207 

86 

(X95269) LRR protein [Lycopersicon esculentum] 

190779 

742_3.R1039 

LIB3048-008-Q1-L1-H3 

BLASTX 

gl619300 

314 

8.0e-29 

74 

78 

(X95269) LRR protein [Lycopersicon esculentum] 



Seq. No. 



190780 



25471 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



742_4.R1039 

uC-gsronu33B082a07bl 

BLASTX 

gl619300 

318 

2.0e-29 

65 

91 

(X95269) LRR protein 



[Lycopersicon esculentum] 



190781 

744_1.R1039 

LIB3196-056-P1-M1-A3 

BLASTX 

gll9791 

659 

5.0e-69 

236 

62 

3-OXOACYL- [ACYL- CARRIER PROTEIN] REDUCTASE PRECURSOR 

{ 3-KETOACYL-ACYL CARRIER PROTEIN REDUCTASE) 

>gi| 1084385 |pir| IS22450 3-oxoacyl- [acyl-carrier-protein] 

reductase (EC 1.1.1.100) precursor - Cuphea lanceolata 

>gi 1 18046 | emb | CAA45866 1 (X64566) 3-oxoacyl- [acyl-carrier 

protein] reductase [Cuphea lanceolata] 

>gi I 228929 |prf | I1814446A beta ketoacyl-ACP reductase 

[Cuphea lanceolata] 

190782 

745_1.R1039 

LIB3197-057-Q1-M1-E10 

BLASTX 

gl644427 

543 

2.0e-55 

122 

84 

(U74610) glyoxalase II [Arabidopsis thaliana] 

190783 

745_2.R1039 

g3326297 

BLASTX 

gl644427 

451 

1.0e-44 

118 

75 

(U7 4 610) glyoxalase II [Arabidopsis thaliana] 

190784 

745_4.R1039 

g5044418 

BLASTX 

gl644427 

886 

1.0e-95 



25472 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



200 
81 

(U74610) glyoxalase II [Arabidopsis thaliana] 

190785 

749_1.R1039 

LIB3048-009-Q1-L1-A10 

190786 

750_1.R3.039 

LIB3048-020-Q1-L1-H7 

190787 

751JL.R1039 

LIB3048-031-Q1-L1-E3 

BLASTX 

g4558664 

310 

2.0e-28 

145 

10 

(AC007063) hypothetical protein [Arabidopsis thaliana] 



190788 

756JL.R1039 

LIB3048-042-Q1-L1-C1 

BLASTX 

g2459440 

455 

4.0e-45 

251 

35 

(AC002332) putative receptor kinase 



[Arabidopsis thaliana] 



190789 

757_1.R1039 

LIB3048-050-Q1-L1-D11 

BLASTX 

gl729760 

1076 

1.0e-118 

191 

99 

(Z68152) chitinase [Gossypium hirsutum] 

190790 

761_1.R1039 

LIB3135-049-Q1-K1-F9 

190791 

764JL.R1039 

LIB3048-009-Q1-L1-C11 

190792 

765_1.R1039 

LIB3048-027-Q1-L1-A5 

BLASTX 



25473 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method . 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



g3643607 
1014 

1.0e-110 

268 
71 

(AC005395) unknown protein [Arabidopsis thaliana] 

190793 

7 67_1.R1039 

LIB3048-009-Q1-L1-C4 

BLASTX 

g 3874447 

251 

5.0e-35 

266 
35 

(Z81039) predicted using Genefinder; cDNA EST EMBL:T01209 
comes from this gene; cDNA EST yk278all.3 comes from this 
gene; cDNA EST yk278all.5 comes from this gene; cDNA EST 
yk308a9.3 comes from this gene; cDNA EST yk308a9.5 com 

190794 

771_1.R1039 

LIB3048-036-Q1-L1-A4 

BLASTX 

g3075394 

510 

6.0e-52 

130 

78 

(AC004484) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] >gi | 35598091 emb | CAA09311 1 (AJ010713) fiddlehead 
protein [Arabidopsis thaliana] 

190795 

772_1.R1039 

LIB3048-034-Q1-L1-B6 

190796 

772_2.R1039 

LIB3165-020-P1-K1-H6 

BLASTX 

gl078406 

293 

4.0e-26 

204 

36 

SWH1 protein (version 2) - yeast (Saccharomyces cerevisiae) 
>gi I 402658 | emb | CAA52646 1 (X74552) SWH1 [Saccharomyces 
cerevisiae] >gi | 1090523 Iprf || 2019253A oxysterol-binding 
protein-like protein [Saccharomyces cerevisiae] 

190797 

774J..R1039 

LIB3048-009-Q1-L1-D2 

BLASTX 

g4377331 



25474 



BLAST score 


381 


E value 


z . Ue-oo 


Match length 


loo 


% identity 


48 


NCBI Description 


{AE001681) cytosine deaminase [Chlamydia pneumoniae] 


Seq. No. 


190798 


Contig ID 


778_1 .R1039 


o -most EST 


LIB31 66-03 6-P1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2760345 


BLAST score 


544 


E value 


2 . Oe-74 


Match length 


lol 


% identity 


26 


NCBI Description 


(U84967) ubiquitin [Arabidopsis thaliana] 


Seq. No. 


190799 


Contig ID 


782_1.R1039 


5 '-most EST 


LIB3083-112-Q1-L1-H7 


Seq. No. 


190800 


Contig ID 


783_1.R1039 


D -most EST 


LIB3048-020-Q1-L1-C7 


Method 


tit TV C i~PV 




g4DoyJoo 


BLAST score 


677 


E value 


3.0e-71 


Match length 


185 


% identity 


67 


NCBI Description 


(AL035526) putative protein (fragment) [Arabidopsis 




thaliana] 


Seq. No. 


190801 


Contig ID 


788_1.R1039 


5 -most EST 


LIB3048-022-Q1-L1-D1 


Method 


"DT TV o rpv 

BLASTX 


NCBI GI 


g2443329 


BLAST score 


709 


E value 


3.0e-95 


Match length 


249 


% identity 


73 


NCBI Description 


(D86122) Mei2-like protein [Arabidopsis thaliana] 


Seq. No. 


•i r> a a o 

190802 


Contig ID 


789_3.R1039 


5 T -most EST 


LIB3048-020-Q1-L1-H6 


Seq. No. 


190803 


Contig ID 


791_1.R1039 


5 '-most EST 


LIB3048-035-Q1-L1-H9 


Method 


OT 7V nrnv 

BLASTX 


NCBI GI 


g3212865 


BLAST score 


524 


E value 


1.0e-53 


Match length 


130 


% identity 


79 



25475 



NCBI Description (AC004005) unknown protein [Arabidopsis thaliana] 



beq. NO • 


iyuoU4i 


LOntiCf lu 


7 1 Dl H^Q 

/ y / l . Kiioy 


D — mOSt. hjDl 


gjjzoo by 


Method 


BLASTX 


NCBI GI 


gl531758 


HLiAoi score 


/bo 


E value 


1 . ue-oi 


Match length 


i y / 


% identity 


7 0 


inocx ucscripiion 


^Ayo / / z j h.uai [-"-xaDiciopsis tnaiianaj ^gi | j jj o jdu 




unknown protein [Arabidopsis thaliana] 


beq. jno. 


lyuoUo 


^oriLig jlu 


7QQ 1 pi 0*3 Q 

/ y y l . Kiujj 


5 1 -most EST 


LIB3048-017-Q1-L1-D11 


Method 


BLASTX 


INUbl bl 


gzbo^b4z 


DjjAbi score 


Tin 


E value 


"2 fly* OA 

o . Ue-oU 


Match length 


124 


% identity 


Zo 


NCBI Description 


(AL021710) putative protein [Arabidopsis thaliana] 


Seq. No. 


190806 


uontig ID 


oOl l.RIUoy 


5 '-most EST 


LIB3272-039-P1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2911059 


BLAbT score 


jUj 


E value 


6.0e-51 


Match length 


116 


% identity 


83 


NLBI Description 


(ALOziyol) putative protein [Arabidopsis tnalianaj 


Seq. No. 


190807 


uontiig id 


oUJ l.KlUoy 


5 T -most EST 


LIB3048-009-Q1-L1-G5 


Seq, No. 


lyOoOo 


oontig iu 


oUb i.Kiujy 


o —most, hb l 


LIB3048— Oly-Ql-Ll-H / 


Method 


BLASTX 


NCBI GI 


g3420906 


BLAST score 


237 


E value 


4 . Oe-22 


Match length 


72 


% identity 


59 


jnudi Description 


[jt\£ uouoyo; zinc ringer protiem; wkj\xi [ Jrimpmena 




brachycarpa] 


Seq. No. 


190809 


Contig ID 


809 1.R1039 


5' -most EST 


LIB3048-050-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g3461814 



25476 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

■Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



784 

9.0e-84 

208 
72 

(AC004138) hypothetical protein [Arabidopsis thaliana] 

190810 

810_1.R1039 

uC-gsflnu33B115el0bl 

BLASTX 

gl777386 

475 

1.0e-47 

177 
48 

(U39301) caffeic acid O-methyltransf erase [Pinus taeda] 

190811 

812JL.R1039 

LIB3048-009-Q1-L1-H4 

BLASTX 

g2632105 

291 

3.0e-26 

84 

69 

(Z98760) arginyl-tRNA synthetase [Arabidopsis thaliana] 
>gi I 4539426 | emb| CAB38959.il (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 

190812 

815_1.R1039 

LIB3048-010-Q1-L1-A12 

BLASTX 

g2827546 

351 

3.0e-33 

147 

47 

(AL021635) 
thaliana] 



cytochrome P450 like protein [Arabidopsis 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190813 

816JL.R1039 

LIB3048-047-Q1-L1-D10 

190814 

818_1.R1039 

g3325965 

BLASTX 

g548488 

648 

1.0e-67 

197 

63 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) >gi 1166325 
(L12019) polygalacturonase [Actinidia deliciosa] 



25477 



Seq. No. 


190815 


Lontig ID 


oz 1 1 . Kl uo y 


o —most: hoi 


lilrSol4 fc> — UOZ-y 1— J\l — r 4 


Method 


BLASTX 


NCBI GI 


gl272410 


BLAST score 


R "3 C 


E value 


7 . Oe-55 


Match length 


1 1 A 

110 


% identity 


91 


NCBI Description 


(U52045) immunophilin precursor [Vicia faba] 


Seq. No. 


190816 


Contig ID 


ozz l.Kluo!? 


5 -most EST 


t To^n ^ o fti n r\"\ t 1 7\q 


Method 


BLASTX 


NCBI GI 


g4432844 


BLAST score 


194 


E value 


8.0e-15 


Match length 


84 


% identity 


51 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 


Seq. No. 


190817 


Contig ID 


823_1 .R1039 


5 '-most EST 


LIB3048-025-Q1-L1-E2 


Method 


BLASTX 


NCBI GI 


g3687223 


BLAST score 


393 


E value 


5. Oe-49 


Match length 


211 


% identity 


59 


NCBI Description 


(AC005169) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


190818 


Contig ID 


OOO 1 T5 1 A *D fi 

o^o_z . R1U39 


5 f -most EST 


LIB3083-114-Q1-L1-C10 


Method 


BLASTX 


NCBI GI 


g3687223 


BLAST score 


159 


E value 


1 . 0e-10 


Match length 


117 


% identity 


32 


NCBI Description 


(AC005169) hypothetical protein [Arabidopsis tnalianaj 


Seq. No. 


190819 


Contig ID 


824 1.R1039 


5 -most EST 


LIBoU48-(Jzy-Ql-Ll-Cl 


JXietnoa 


DT 7\ cmv 

BliAo 1a 


NCBI GI 


gll6923 


BLAST score 


932 


E value 


1.0e-101 


Match length 


338 


% identity 


58 


NCBI Description 


COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 



>gi|111414|pir| IS13520 beta-COP protein - rat 
>gi|55819|emb|CAA40505| (X57228) beta COP [Rattus 



25478 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



norvegicus] 

190820 

824_2.R1039 

LIB3135-046-Q1-K1-D9 

BLASTX 

g!16923 

150 

4.0e-ll 

64 

64 

COATOMER BETA SUBUNIT (BETA- COAT PROTEIN) (BETA-COP) 
>gi|111414|pir||S13520 beta-COP protein - rat 
>gi|55819|emb|CAA40505I (X57228) beta COP [Rattus 
norvegicus] 

190821 

827JL.R1039 

LIB3083-015-Q1-L2-B2 

BLASTN 

g4165340 

38 

1.0e-ll 

191 

85 

Arabidopsis thaliana chromosome I BAC F11M15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

190822 

829JL.R1039 

g5050704 

BLASTX 

g3080401 

871 

7.0e-94 

206 

79 

(AL022603) putative protein [Arabidopsis thaliana] 

>gi| 4455265 | emb | CAB36801.il (AL035527) putative protein 

[Arabidopsis thaliana] 

190823 

830_1.R1039 

LIB3048-031-Q1-L1-C2 

BLASTX 

g3033397 

1027 

1.0e-143 

333 

75 

(AC004238) unknown protein [Arabidopsis thaliana] 

190824 

834_1.R1039 

LIB3048-010-Q1-L1-C1 

BLASTX 

g3287693 



25479 




BLAST score 


1 A O C 

14^5 


E value 


1.0e-158 


Match length 


301 


% identity 


O 1 

o I 


NCBI Description 


(ACUUoy/yj bimiiar to Jjijyii/ gene proaucu go i iodj / oy rroiu 




the genome of Synechocystis sp. gb|D90916. [Arabidopsis 




thaliana] 


Seq. No. 


190825 


Contig ID 


835_1.R1039 


5 -most EST 


LIBou4y-UlU-Ql-Ll-CiU 


Method 


BLASTX 


NCBI GI 


g4105798 


BLAST score 


463 


E value 


Z . ue-4 o 


Match length 


1 A. 1 

lul 


% identity 


71 


NCBI Description 


(AF049930) PGP237-11 [Petunia x hybrida] 


Seq. No. 


-1 rt rt rt rt /— 

190826 


Contig ID 


rt rt *i <v-s *i rt rt rt 

839_1.R1039 


5 1 -most EST 


uC-gsflnuiiBO /Onu /bl 


Method 


BLASTX 


NCBI GI 


g2440035 


BLAST score 


762 


E value 


3. 0e-81 


Match length 


187 


% identity 


79 


NCBI Description 


(X98544) endo-1, 4-beta-glucanase [Arabidopsis thaliana] 


Seq. No. 


190827 


Contig ID 


841 2.R1039 


5 T -most EST 


LIB3048-027-Q1-L1-D2 


Seq. No. 


190828 


Contig ID 


n jt r t\ -i rt rt rt 

845_1.R1039 


5 T -most EST 


T- T*\ rt rt A rt rt *t rt S~\ *1 T *^ r\ rt 

LIB3048-019-Q1-L1-D8 


Seq. No. 


rt rt rt rt rt 

190829 


Contig ID 


847_1.R1039 


5 1 -most EST 


LIB3048-010-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


a i~ rt rt a rt rt 

g4539423 


BLAST score 


370 


E value 


2.0e-35 


Match length 


97 


% identity 


73 


NCBI Description 


(AL049171) pyrophosphate-dependent phosphof ructo-1- kinase 




[Arabidopsis thaliana] 


Seq. No. 


190830 


Contig ID 


848 1.R1039 


5' -most EST 


LIB3048-053-Q1-L1-D10 


Method 


BLASTX 


NCBI GI 


g4580523 


BLAST score 


268 


E value 


4.0e-23 



25480 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



219 
34 

(AF036305) scarecrow-like 8 [Arabidopsis thaliana] 

190831 

849JL.R1039 

LIB3048-010-Q1-L1-D12 

BLASTX 

g542200 

333 

3.0e-31 

123 

49 

hypothetical protein - garden asparagus 
>gi|452714|emb|CAA54526| (X77320) unknown [Asparagus 
officinalis] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



190832 

853_2.R1039 

LIB3149-014-Q1-K1-H11 

BLASTX 

g!34025 

475 

2.0e-47 

107 

86 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S8 >gi | 70913 | pir M R3NT8 
ribosomal protein S8 - common tobacco chloroplast 
>gi|11863|emb|CAA77378| (Z00044) ribosomal protein S8 
[Nicotiana tabacum] >gi | 225232 | prf | | 1211235BP ribosomal 
protein S8 [Nicotiana tabacum] 

190833 

854_1.R1039 

LIB3048-042-Q1-L1-D2 

BLASTX 

g4539423 

846 

5.0e-91 

182 

88 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

190834 

856_1.R1039 

LIB304 8-010-Q1-L1-D8 

190835 

857_1.R1039 

LIB3048-034-Q1-L1-B1 

BLASTX 

g3336903 

476 

7.0e-48 

127 

72 



25481 



jNLrii Description 


fvinancn hvtp nwa- "hi nrH nrr nrnf pi n r Pe»l~ rn 53^1 i num. cris 


beq. NO. 


±y UO jO 


Contig ID 


qcq i di mo 

OOy l.KlUJy 


0 — ItlOS L £jO 1 




Method 




NCBI GI 


gl488647 


BLAST score 


1180 


E value 




riaticn lengun 


9QR 


-5 identity 


/ y 


NCBI Description 




beq. No. 




Contig ID 




o — nios u cjo i 


t TP^ndfi— m n— m -t i —pi 9 


Method 


TDT 7\ C T 1 V 


VT/T3T T 


g^ uoo dji 


BLAST score 


364 


E value 


1.0e-34 


MdiCn lengun 


1 ^9 


-6 laentiiy 


CO 

JZ 


nujdi Description 


f 21 TOO 9 1 H CH VnTr^-rcionQi "hi vi f"\7— rpl 3l"Pfi CT^nP 201 isolOO 




[Arabidopsis thaliana] 


Seq. No.. 


lyUo Jo 


Contig ID 


ooz l.RlUoy 


D -most bbl 




Method 


BLAblX 


NCBI GI 


g2231034 


BLAST score 


692 


E value 


z . ue— / o 


Match length 


I/O 


% identity 




NCBI Description 


(il/ / oo j JxtAir Kinase x [reT-roseiiiiuiu ui.xopuuLj 


Seq. No. 




Contig ID 


O CO O Dl m Q 

obz z.KlUoy 




LIB3048-026-O1-L1-A2 


Method 


BLASTX 


NCBI GI 


g2499607 


BLAST score 


1507 


E value 


1.0e-168 


Match length 


322 



% identity 

NCBI Description 



87 

MITOGEN-ACTIVATED PROTEIN KINASE H0M0L0G 3 (MAP KINASE 3) 
(ATMPK3) >gi | 629544 Ipir | | S40469 mitogen-activated protein 
kinase 3 {EC 2.7.1.-) - Arabidopsis thaliana 
>gi|457398|dbj |BAA04866| (D21839) MAP kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



190840 

864JL.R1039 

g5047184 

BLASTX 

g2529703 

891 



25482- 




E value 


4.0e-96 


Match length 


ZZo 


% identity 


H C 
f D 


NCBI Description 


(AFUUU14^:) class li Knottea-iiKe noiueoaomain protein 




[Lycopersicon esculentum] 


Seq. No. 


1 c\ a 0 a 1 

190841 


Contig ID 


b/0 i.Riuoy 


c t 'com 

5 -most EST 


ttoopi/iq m n»m _t 
J_ilooU4o-UlU— yi-lil-iaO 


Method 


nT 7\ C rpv 


NCBI GI 


g3169028 


BLAST score 


397 


E value 


2.0e-38 


Match length 


zz I 


% identity 


QZ 


NCBI Description 


[ALuZo l\)Z) putative cationic ammo acia Lransporuex 




[Streptomyces coelicolor] 


Seq. No. 


1 a A 0 a 0 

190842 


Contig ID 


874 1.R1039 


5 -most EST 


LlboU4o~U JO - ^1~ 


Method 


BLASTX 


NCBI GI 


g4406819 


BLAST score 


610 


E value 


5 . Oe-66 


Match length 


178 


% identity 


76 


NCBI Description 


(AC006201) unknown protein [Arabidopsis thaliana] 


Seq. No. 


190843 


Contig ID 


875_1.R1039 


5 '-most EST 


LIB3196-008-P1-M1-F10 


Seq. No. 


*1 A A O A A 

190844 


Contig ID 


876 1.R1039 


5 ' -most EST 


LIB3U4o-U 00-Ql-Li-AlU 


Method 


BLASTX 


NCBI GI 


g3582328 


BLAST score 


319 


E value 


2 . 0e-29 


Match length 


IOC 

125 


% identity 


50 


NCBI Description 


(AC005496) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


I A f\ A A t~ 

190845 


Contig ID 


878 1.R1039 


5 T -most EST 


LIB3048-019-Q1-L1-C8 


Method 


BLASTX 


NCBI bl 


gz D / 14 0 


BLAST score 


554 


E value 


5.0e-57 


Match length 


151 


% identity 


66 


NCBI Description 


DNA TOPOISOMERASE I >gi | 997 62 | pir || S228 64 DNA topoisomerase 



(EC 5.99.1.2) I - Arabidopsis thaliana 
>gi|16558 | emb | CAA40763 i (X57544) topoisomerase I 
[Arabidopsis thaliana] >gi | 445137 | prf | | 1908437A 



25483 




topoisomerase I [Arabidopsis thaliana] 



190846 
879J..R1039 
g5045747 
BLASTX 
g543867 
1298 

1.0e-143 
325 
82 

ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi| 1076684 |pir I IA47493 H+-transporting ATP synthase (EC 
3.6.1.34) gamma chain precursor - sweet potato 
>gi|303626|dbj |BAA03526| (D14699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 

Seq. No. 190847 

Contig ID 879_2.R1039 

5' -most EST LIB3197-010-P1-M1-H7 

Method BLASTX 

NCBI GI g2702263 

BLAST score 352 

E value 4.0e-33 

Match length 115 

% identity 70 , 

NCBI Description (AC003033) mitochondrial Fl-ATPase, gamma subunit 
[Arabidopsis thaliana] 

Seq. No. 190848 
Contig ID 879_3.R1039 
5' -most EST g5049318 
Method BLASTX 
NCBI GI g543867 
BLAST score 407 
E value 2.0e-39 
Match length 156 
% identity 64 

NCBI Description ATP SYNTHASE GAMMA CHAIN, MITOCHONDRIAL PRECURSOR 

>gi|1076684|pir| IA47493 H+-transporting ATP synthase (EC 
3.6.1.34) gamma chain precursor - sweet potato 
>gi 1303626 1 dbj |BAA03526| (D14699) Fl-ATPase gammma subunit 
[Ipomoea batatas] 

190849 
881_1.R1039 
LIB3048-040-Q1-L1-D6 
BLASTX 
gll76658 
172 

3.0e-12 
65 
52 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi 1 726363 (U23168) No definition line found 
[Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25484 



Seq. No. 


190850 


Contig ID 


882 1.R1039 


5 1 -most EST 


LIB304o-0zz 


Method 


BLASTX 


NCBI GI 


g2623299 


BLAST score 


284 


E value 


2 . Oe-Zb 


Match length 


lUo 


% identity 


51 


NCBI Description 


(AC002409) J 


Seq. No. 


190851 


Contig ID 


883_1.R1039 


5 T -most EST 


LIB3197-049 


Method 


tit i\ nmv 

BLASTX 


NCBI GI 


g433 /001 


BLAST score 


/I no 

4yj 


E value 


2.0e-49 


Match length 


153 


% identity 


64 


NCBI Description 


(AF118129) 




tabacum] 



-A7 



hypothetical protein [Arabidopsis thaliana] 



Tsil-interacting protein TSIP1 [Nicotiana 



Seq. No. 


190852 


Contig ID 


888 1.R1039 


S'-most EST 


LIB3166-008-P1-K1-C10 


Method 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


426 


E value 


2.0e-63 


Match length 


170 


% identity 


75 


NCBI Description 


(U91995) Argonaute protein 


Seq. No. 


190853 


Contig ID 


889 1.R1039 


S^most EST 


LIB3048-010-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


g465012 


BLAST score 


686 


E value 


3.0e-93 


Match length 


247 


% identity 


72 


NCBI Description 


URICASE II CLONE PCCLNUO-02 



(URATE OXIDASE) 
>gi 1 1086285 Ipir | IS38910 uricase - Canavalia lineata 
>gi| 432631 iemb | CAA53905I (X76287) uricase [Canavalia 
lineata] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



190854 

893_1.R1039 

LIB3147-003-Q1-K1-D1 

BLASTX 

g4204297 

1677 

0.0e+00 

485 

74 



25485 



NCBI Description 


(AC003027) ADK1 [Arabidopsis 


thaliana] 


Seq. No. 


i y Uo DO 




Contig ID 


894 1.R1039 




5 '-most EST 


LIB3048-022-Q1-L1-D3 




beq. JNO. 


1 y UoO 0 




Contig ID 


895 1.R1039 




5' -most EST 


LIB3166-008-P1-K1-B11 




Seq. No. 


XyUoO / 




Contig ID 


895 2.R1039 




5' -most EST 


g3326562 




beq. wo. 


X JUOjO 




contxg lu 


0-?D o.i\XU.jy 




C T „ _ _ j_ ■corn 

o -most Ebl 


T TD : 307') OH Q_D1 — 1^1 —A A 
XjXdOZ /i-UUy ri i\l m 




Seq. No. 


xy uoo y 




Contig ID 


o y b x . kxu jy 




o —most. iLbi 


XjXdoxo y u*±o irx rvx hjo 




Method 


BXiAblX 






CT1170507 




BLAST score 


1822 




E value 


0.0e+00 




Match length 


390 




% identity 


90 




NCBI Description 


EUKARYOTIC INITIATION FACTOR 


4A-3 (EIF 



>gi|100276|pir| IS22579 translation initiatxon factor elE 
- curled-leaved tobacco >gi | 19699 | emb | CAA43514 | (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginifolia] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190860 

896J2.R1039 

LIB3165-040-Q1-K1-B9 

BLASTX 

gll70507 

172 

4.0e-12 

45 

80 

EUKARYOTIC INITIATION FACTOR 4A-3 {EIF-4A-3) 
>gi|100276|pir| (S22579 translation initiation factor eIF-4A 
- curled-leaved tobacco >gi | 19699 | emb | CAA43514 | (X61206) 
nicotiana eukaryotic translation initiation factor 4A 
[Nicotiana plumbaginifolia] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



190861 

899JL.R1039 

LIB3048-034-Q1-L1-A2 

BLASTX 

g4262142 

332 

5.0e-31 

105 

58 



25486 



NCBI Description 



(AC005275) putative alcohol dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190862 

906JL.R1039 

LIB3048-031-Q1-L1-F7 

BLASTX 

g4455340 

442 

7.0e-44 

116 

68 

(AL035522) putative protein [Arabidopsis thaliana] 

190863 

907_1.R1039 

LIB3048-031-Q1-L1-G8 

BLASTX 

g4539400 

589 

4.0e-61 

138 

80 

(AL035526) putative protein [Arabidopsis thaliana] 

190864 

912_1.R1039 

uC-gsflnu33B138b01bl 

BLASTX 

g4455364 

778 

1.0e-82 

309 
52 

(AL035524) senescence-associated protein-like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



190865 

912__2.R1039 

LIB314 6-027-Q1-K1-A5 

BLASTX 

g2662415 

173 

4.0e-12 

56 

54 

(U974 94) metallothionein-like protein [Prunus armeniaca] 

190866 

912_3.R1039 

uC-gsflnu33B085f05bl 

BLASTN 

gl69712 

50 

6.0e-19 

136 
90 



25487 



NCBI Description Ricinus communis metallothionein (RCMIT) mRNA, complete cds 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190867 

912__5.R1039 

LIB3197-002-P1-M1-C2 

BLASTX 

g3318611 

1430 

1.0e-159 

357 

79 

(AB016063) mitochondrial phosphate transporter [Glycine 
max] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190868 

912JL0.R1039 

LIB3149-040-Q1-K1-G5 

BLASTX 

g3318611 

261 

5.0e-23 

57 

97 

(AB016063) 
max] 



mitochondrial phosphate transporter [Glycine 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 
Method 
NCBI GI 
BLAST score 
E value 



190869 

915JL.R1039 

uC-gs f ImaxxaO 4 2 dO 5bl 

BLASTX 

g3334138 

452 

8.0e-45 

111 

74 

CALNEXIN HOMOLOG PRECURSOR >gi | 669003 (U20502) calnexin 
[Glycine max] 



190870 

915_2.R1039 

uC-gsflmaxxa039b01fol 

BLASTX 

g3334138 

688 

1.0e-72 

143 

86 

CALNEXIN HOMOLOG PRECURSOR >gi | 669003 (U20502) 
[Glycine max] 



calnexin 



190871 

916JL.R1039 

LIB3272-031-P1-K1-B12 

BLASTX 

g542200 

678 

3.0e-71 



25488 



Match length 211 
% identity 64 

NCBI Description hypothetical protein - garden asparagus 

>gi I 452714 |emb|CAA545261 (X77320) unknown [Asparagus 
officinalis] 



Seq. No. 


190872 


Contig ID 


916 3.R1039 


5 T -most EST 


LIB3083-006-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g2642215 


BLAST score 


317 


E value 


6.0e-29 


Match length 


75 


% identity 


80 


NCBI Description 


(AF030386) NOI protein [Arabidopsis thaliana] 


Seq. No. 


190873 


Contig ID 


916_6.R1039 


5' -most EST 


LIB3272-022-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g643469 


BLAST score 


426 


E value 


9.0e-42 


Match length 


118 


% identity 


69 


NCBI Description 


(U19886) unknown [Lycopersicon esculentum] 


Seq. No. 


190874 


Contig ID 


920 1.R1039 


5* -most EST 


g5044756 


Method 


BLASTX 


NCBI GI 


g3204134 


BLAST score 


1489 


E value 


0.0e+00 


Match length 


546 


% identity 


76 


NCBI Description 


(AJ006771) beta-galactosiaase [uicer ariennumj 


Seq. No. 


190875 


Contig ID 


920 2.R1039 


5 ' -most EST 


g3326380 


Method 


BLASTX 


NCBI GI 


g3204134 


BLAST score 


238 


E value 


9.0e-20 


Match length 


51 


% identity 


82 


NCBI Description 


(AJ006771) beta-galactosidase [Cicer arietinum] 



Seq. No. 
Contig ID 
5' -most EST 



190876 

920_3.R1039 

uC-gsflnu33B059d09bl 



Seq. No. 
Contig ID 
S'-most EST 



190877 

927JL.R1039 

LIB3048-036-Q1-L1-G7 



25489 



Method 


BLASTX 


NCBI GI 


g2290683 


BLAST score 


510 


E value 


7 . Oe-52 


Match length 


111 


% identity 


83 


NCBI Description 


(AF000136) basxc cellulase [ 


Seq. No. 


19087b 


Contig ID 


929_1.R1039 


o'-most EST 


LIBoU4o-UlZ-Ul-Li-hO 


Method 


DT TV c mv 

BLASTX 


NCBI GI 


g4185136 


BLAST score 


493 


E value 


7.0e-50 


Match length 


131 


% identity 


67 


NCBI Description 


(ACOQo/24) putative trenaios 




[Arabidopsis thaliana] 


Seq. No. 


•i a a n t n 

190879 


Contig ID 


930_1.R1039 


it ■ — . — -i_ t-» <-i m 

5 -most EST 


uC-gsrinuoor3UoinU4Di 


Method 


BLASTX 


NCBI GI 


g2956783 


BLAST score 


350 


E value 


7.0e-33 


Match length 


151 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



48 

(AL022103) mannose-6-phosphate isomerase 
[Schizosaccharomyces pombe] 

190880 

932_1.R1039 

LIB3048-034-Q1-L1-H1 

BLASTX 

gl841464 

881 

6.0e-95 

189 

84 

(Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 

190881 

932_2.R1039 

LIB3145-048-Q1-K1-F9 

BLASTX 

gl841464 

303 

2.0e-27 

105 

35 

(Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 

190882 

934JL.R1039 

LIB3189-043-P1-K1-B8 



25490 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl709007 

187 

8.0e-14 

107 
40 

O-SUCCINYLHOMOSERINE SULFHYDRYLASE (OSH SULFHYDRYLASE) 
>gi| 607830 (U10904) O-succinylhomoserine sulfhydrylase 
[Pseudomonas aeruginosa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190883 

937_1.R1039 

LIB3189-011-P1-K1-C4 

BLASTX 

g2827715 

506 

3.0e-51 

185 

10 

(AL021684) receptor protein kinase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 


190884 


Contig ID 


941 1.R1039 


5' -most EST 


g5050323 


Method 


BLASTX 


NCBI GI 


g3393062 


BLAST score 


623 


E value 


9.0e-65 


Match length 


233 


% identity 


51 


NCBI Description 


(Y17386) putative 


Seq. No. 


190885 


Contig ID 


941 3.R1039 


5' -most EST 


LIB3272-005-P1-K1- 


Method 


BLASTX 


NCBI GI 


g3393062 


BLAST score 


442 


E value 


6.0e-44 


Match length 


116 


% identity 


67 


NCBI Description 


(Y17386) putative 


Seq. No. 


190886 


Contig ID 


948 1.R1039 


5 1 -most EST 


LIB3083-066-Q1-L1 


Method 


BLASTX 


NCBI GI 


g!174621 


BLAST score 


956 


E value 


1.0e-103 


Match length 


392 


% identity 


47 


NCBI Description 


T-COMPLEX PROTEIN 



-B8 



,1 protein [Triticum aestivum] 



1, THETA SUBUNIT (TCP-1-THETA) 
(CCT-THETA) >gi | 1083259 | pir | | JC4073 TCP-1 containing 
cytosolic chaperonin (CCT) theta chain - mouse 
>gi|695625|emb|CAA85521| (Z37164) CCTtheta, theta subunit 



25491 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



of the chaperonin containing TCP-1 (CCT) [Mus musculus] 

190887 

960JL.R1039 

LIB3166-028-P1-K1-B10 

BLASTX 

g2129921 

194 

2.0e-14 

51 
75 

hypothetical protein 1 - Madagascar periwinkle >gi 1758694 
(U12573) putative [Catharanthus roseus] 

190888 

960_2.R1039 

g5047423 

BLASTX 

g2687584 

723 

1.0e-129 

348 

68 

(AF033100) S-adenosylmethionine decarboxylase [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



190889 

960_4.R1039 

uC-gsflmaxxa070f!0bl 

BLASTX 

g2129921 

195 

8.0e-15 

51 

75 

hypothetical protein 1 



Madagascar periwinkle >gi 1758694 



(U12573) putative [Catharanthus roseus] 

190890 

961_1.R1039 

uC-gsflnu33Blllcl0bl 

BLASTX 

g2398521 

306 

1.0e-27 

183 

45 

(Y13720) transcription factor [Arabidopsis thaliana] 

190891 

961_2.R1039 

LIB3048-031-Q1-L1-C6 

BLASTX 

g2398521 

344 

2.0e-32 
134 



25492 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



55 

(Y13720) 



transcription factor [Arabidopsis thaliana] 



190892 

962JL.R1039 

LIB3048-019-Q1-L1-G3 



Seq. No. 
Contig ID 
5' -most EST 



190893 

965JL.R1039 

LIB3048-035-Q1-L1-C10 



Seq. No. 
Contig ID 
5 1 -most EST 



190894 

967JL.R1039 

LIB3048-031-Q1-L1-G5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190895 

968JL.R1039 

LIB3165-057-P1-K1-G7 

BLASTX 

gl001309 

386 

7.0e-37 

234 

35 

(D64006) aspartate aminotransferase [Synechocystis sp.] 

190896 

970_1.R1039 

LIB3272-015-P1-K1-B11 

BLASTX 

gl706918 

492 

3.0e-49 

199 

48 

FLAVONOL SULFOTRANSFERASE-LIKE >gi | 498647 (U10277) 
sulfotransf erase-like flavonol [Flaveria bidentis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 
E value 



190897 

970_3.R1039 

uC-gsflnu33B078b07bl 

BLASTX 

gl706918 

285 

3.0e-25 

115 

46 

FLAVONOL SULFOTRANSFERASE-LIKE >gi 1498647 (U10277) 
sulfotransferase-like flavonol [Flaveria bidentis] 

190898 

972_1.R1039 

LIB3135-018-Q1-K1-E9 

BLASTX 

g3947733 

431 

1.0e-42 



25493 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147 
59 

(AJ009719) NL25 [Solanum tuberosum] 

190899 

976JL.R1039 

uC-gsronu33B157b08bl 

BLASTX 

g2506139 

777 

8,0e-83 

184 

83 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi|1314049|emb|CAA91901| (Z67962) 
archain/delta-COP [Oryza sativa] 

190900 

976_2.R1039 

LIB3048-024-Q1-L1-H5 

BLASTX 

g2506139 

321 

1.0e-29 

82 

78 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi|1314049|emb|CAA91901| (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190901 

978_1.R1039 

LIB3083-105-Q1-L1-H7 

BLASTX 

g!076627 

1040 

1.0e-113 

236 

87 

inorganic pyrophosphatase (EC 3.6. 
>gi I 790479 iemb|CAA?>8701| (X83730) 
[Nicotiana tabacum] 



1.1) - common tobacco 
inorganic pyrophosphatase 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



190902 

978_2.R1039 

LIB3166-056-P1-K1-A11 

BLASTX 

g3608171 

428 

3.0e-42 

113 

75 

(D86306) proton-translocating inorganic pyrophosphatase 
[Cucurbita moschata] 

190903 

981 1.R1039 



25494 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5045589 
BLASTX 
g3183247 
770 

7.0e-82 

289 

53 

PUTATIVE GTP-BINDING PROTEIN W08E3.3 
>gi|3880615Iemb|CAB07131| (Z92773) predicted using 
Genefinder; Similarity to Yeast hypothetical 44.2 KD 
protein, putative GTP-binding protein (SW:P38219); cDNA EST 
EMBL:D64516 comes from this gene; cDNA EST EMBL:D65777 
comes from this gene; cDNA EST EMB 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190904 

981_2.R1039 

LIB3048-011-Q1-L1-H7 

BLASTX 

g3183247 

207 

5.0e-16 

61 

61 

PUTATIVE GTP-BINDING PROTEIN W08E3.3 
>gi|3880615|emb|CAB07131j (Z92773) predicted using 
Genefinder; Similarity to Yeast hypothetical 44.2 KD 
protein, putative GTP-binding protein (SW:P38219); cDNA EST 
EMBL:D64516 comes from this gene; cDNA EST EMBL:D65777 
comes from this gene; cDNA EST EMB 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190905 

984_1.R1039 

g3325558 

BLASTX 

g82131 

402 

6.0e-39 

129 

67 

beta-glucanase { EC 
tobacco (fragment) 



3.2.1.-) precursor - curled-leaved 
>gi| 829281|emb|CAA30261| (X07280) 



beta-glucanase [Nicotiana plumbaginifolia] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190906 

984_2.R1039 

LIB3135-029-Q1-K1-C5 

BLASTX 

gl706547 

693 

1.0e-108 

326 

66 

GLUCAN ENDO-l,3-BETA-GLUCOSIDASE, BASIC VACUOLAR ISOFORM 
PRECURSOR ( (l->3)-BETA-GLUCAN ENDOHYDROLASE) 
( (l->3) -BETA-GLUCANASE) (BETA-1, 3-ENDOGLUCANASE) 
>gi|2129912 |pir MS65077 beta-1, 3-glucanase class I 
precursor - Para rubber tree >gi| 1184668 (U22147) 



25495 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



beta-1, 3-glucanase [Hevea brasiliensis] 

190907 

986J..R1039 

g5048347 

BLASTX 

g2244841 

233 

4.0e-19 

70 

57 

(Z97337) hypothetical protein [Arabidopsis thaliana] 

190908 

986_2.R1039 

g5050337 

BLASTX 

g2244841 

159 

2.0e-10 

60 

45 

(Z97337) hypothetical protein [Arabidopsis thaliana] 

190909 

987J..R1039 

g5044903 

BLASTX 

g3928758 

311 

3.0e-28 

96 

57 

(AB007 987) Lipoic acid synthase [Arabidopsis thaliana] 
>gi|4454462|gb|AAD20909| (AC006234) putative lipoic acid 
synthase [Arabidopsis thaliana] 

190910 

994_1.R1039 

LIB3196-016-P1-M1-C8 

BLASTX 

g3738257 

904 

1.0e-97 
191 
92 

(AB018410) 
nigra] 



cytosolic phosphoglycerate kinase 1 [Populus 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



190911 

994_2.R1039 

LIB3048-012-Q1-L1-B10 

BLASTX 

g3738257 

1262 

1.0e-139 
317 



25496 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

190912 

994_3.R1039 

uC-gsronu33B171cl0bl 

BLASTX 

g3738257 

429 

3.0e-42 

90 

94 

(AB018410) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

190913 

994J7.R1039 

LIB3166-045-P1-K1-D2 

BLASTX 

g3759177 

320 

2.0e-29 

91 

73 

(AB018408) 3-phosphoserine phosphatase [Arabidopsis 
thaliana] >gi I 3759179 | dbj | BAA338 07 | (AB018409) 
3-phosphoserin phosphatase [Arabidopsis thaliana] 

190914 

1001_1.R1039 

LIB3197-001-P1-M1-E1 

BLASTX 

g2570164 

475 

1.0e-47 

137 

62 

(D45183) chitinase [Chenopodium amaranticolor] 



190915 

1004_1.R1039 

LIB3048-019-Q1-L1-C3 

BLASTX 

g3328231 

264 

8.0e-23 

201 

31 

(AF051784) 14S cohesin 
laevis] 



SMC1 subunit; SMC protein [Xenopus 



Seq. No. 
Contig ID 
5 '-most EST 



190916 

1005_1.R1039 
LIB3048-012-Q1-L1-C1 



Seq. No. 



190917 



25497 




Contig ID 


1012 1.R1Q39 


C f T7CT 1 

o — most, boi 


t Ttnn/iQ_m o— m — t i — p £ 
LlDjU'i o UlU yi LI UO 


Method 


BLASTX 


NCBI GI 


g3420050 


BLAST score 


379 


E value 


4 . Ue-jb 


Match lengtn 




% identity 


Jo 


NCBI Description 


(AC004 680) hypothetical protein [Arabidopsi. 


Seq- No. 


190918 


Contig ID 


•1 A "J "3 -i -p\ T A O A 

1013 1.R1039 


5 -most EST 


uC-gstxnuJoBU ooniuox 


Method 




NCBI GI 


g2970051 


BLAST score 


1010 


E value 


1 . ue-llu 


Match length 




% identity * 


84 


NCBI Description 


(AB012110) ARG10 [vigna raaiata] 


Seq. No. 


190919 


Contig ID 


1 A "1 O A T> 1 A O fl 

1013 2.R1039 


5 ' -most EST 


T TDOAyl O HOC A1 T 1 7\ A 

LIB3U4 0-UZO-Q1-L1-A4 


Method 


BLAblX 


NCBI GI 


g3123745 


BLAST score 


249 


E value 


3.0e-21 


Match length 


68 


% identity 


71 


NCBI Description 


(AB013447) aluminum- induced [Brassica napus 


Seq. No. 


190920 


Contig ID 


1013 4.R1039 


5 T -most EST 


LIB30o3-102-Ql-Ll-GrZ 


Method 


BLASTN 


NCBI GI 


g2970050 


BLAST score 


45 


E value 


A A ~ 1 /" 

4 . Oe-16 


Match length 


1 A A 

109 


% identity 


85 


NCBI Description 


Vigna radxata mRNA for ARG10, complete cas 


Seq. No. 


1 r\ A A A "1 

190921 


Contig ID 


1013 5 . R1039 


o -most EbT 


t jnoi aq m a _rM — til 1 
1i1Jdo14o-Uo4— yi-J\l-nll 


Method 


tit 7i rtmxT 

BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


5 . 0e-ll 


Match length 


48 


% identity 


65 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


190922 


Contig ID 


1013 6.R1039 


5' -most EST 


LIB3146-018-Q1-K1-G1 



25498 



Method 


nr T\C rpv 


NCBI GI 


g2970051 


BLAST score 


397 


E value 


3 . Oe-38 


Match length 


1 f\ ft 

108 


% identity 


72 


NCBI Description 


(AB012110) ARG10 [Vigna radiata] 


Seq. No. 


1 n ft ft o o 

190923 


Contig ID 


1014 1.R1039 


5 1 -most EST 


LIB3048-012-Q1-L1-C8 


Seq. No. 


190924 


Contig ID 


I015_l .R1039 


5 1 -most EST 


LIB318 9-04 6-Pl-Kl-Bz 


Method 


BLASTX 


NCBI GI 


g3941289 


BLAST score 


609 


E value 


3 . Oe-63 


Match length 


198 


% identity 


57 


NCBI Description 


(AF018093) similarity to SCAMP37 


Seq. No. 


190925 


Contig ID 


1017_1.R1039 


5' -most EST 


LIB3272-002-P1-K1-H10 


Method 


T*\ T "ft. fTl T T 

BLASTX 


NCBI GI 


g3668089 


BLAST score 


188 


E value 


4 . Oe-14 


Match length 


91 


% identity 


42 


NCBI Description 


(AC004667) unknown protein [Arab 


Seq. No. 


190926 


Contig ID 


1018_1.R1039 


5 '-most EST 


LIB3166-022-P1-K1-E6 


Method 


BLASTX 


NCBI GI 


g3608412 


BLAST score 


775 


E value 


1.0e-82 


Match length 


251 


% identity 


59 


NCBI Description 


(AF079355) protein phosphatase-2 




crys'tallinum] 


Seq. No. 


190927 


Contig ID 


1019_1.R1039 


5 1 -most EST 


LIB3135-050-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


giu / DOUI 


BLAST score 


315 


E value 


1.0e-28 


Match length 


88 


% identity 


67 


NCBI Description 


cell wall protein - alfalfa >gi| 



[Pisum sativum] 



proline-rich cell wall protein [Medicago sativa] 



25499 



Seq. No. " 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190928 

1021JL.R1039 

LIB3189-031-P1-K1-D7 

BLASTX 

g3790102 

485 

7.0e-49 

102 
85 

(AF095521) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 



Seq. No. 


lyuyz y 


Contig ID 




5' -most EST 


uC-gsflnu33B070d01bl 


Method 


BLASTX 


NCBI GI 


gzouUo /o 


BLAST score 


O f o 

369 


E value 


4.0e-35 


Match length 


82 


% identity 


83 


NCBI Description 


60S RIBOSOMAL PROTEIN 


Seq. No. 


i r\ r\ c\ n r\ 

190930 


Contig ID 


1022_2 . R1039 


o -most: Eibi 




Method 


BLASTX 


NCBI GI 


g2500378 


BLAST score 


437 


E value 


3.0e-43 


Match length 


94 


% identity 


84 


NCBI Description 


60S RIBOSOMAL PROTEIN 


Seq. No. 


190931 


Contig ID 


1022 3.R1039 


5 '-most EST 


LIB3146-023-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g2500378 


BLAST score 


338 


E value 


2.0e-31 


Match length 


91 


% identity 


74 


NCBI Description 


60S RIBOSOMAL PROTEIN 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190932 

1023JL.R1039 

LIB3048-019-Q1-L1-E6 

BLASTX 

g3894159 

172 

3.0e-12 

80 

41 

(AC005312) hypothetical protein [Arabidopsis thaliana] 



25500 



Seq. No, 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190933 

1025_1.R1039 

LIB3189-023-P1-K1-C1 

BLASTX 

g4455288 

350 

4.0e-33 

86 

78 

(AL035527) putative protein (fragment) 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



190934 

1027JL.R1039 

LIB3048-054-Q1-L1-C10 

BLASTX 

g464365 

195 

3.0e-30 

105 

69 

PEROXIDASE P7 >gi | 66306 | pir | | OPNB7 peroxidase (EC 1.11.1.7) 
- turnip 



190935 

1027_2.R1039 

g3326040 

BLASTN 

gl781331 

36 

1.0e-10 

63 

97 

S.oleracea mRNA for peroxidase, 



clone PC23 



190936 

1029JL.R1039 
LIB3048-018-Q1-L1-C10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



190937 

1029_2.R1039 

LIB3146-022-Q1-K1-C3 

BLASTX 

g4508073 

1097 

1.0e-120 

322 

64 

(AC005882) 43220 [Arabidopsis thaliana] 
190938 

1032_1.R1039 
LIB3048-012-Q1-L1-E4 



Seq. No. 
Contig ID 
5' -most EST 



190939 

1035_1.R1039 
LIB3048-012-Q1-L1-E7 



25501 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2281081 

144 ' 

7.0e-75 

683 

81 

Arabidopsis thaliana chromosome II BAC F18019 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


190940 


Contig ID 


1038 1.R1Q39 


5 1 -most EST 


LIB3048-01Z-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


g3540180 


BLAST score 


352 


E value 


2.0e-33 


Match length 


143 


% identity 


57 


NCBI Description 


(AC004122) Unknown protein 


Seq. No. 


190941 


Contig ID 


1039 1.R1039 


5 '-most EST 


LIB3048-019-Q1-L1-H4 


Seq. No. 


190942 


Contig ID 


1043 1.R1039 


5' -most EST 


LIB3272-002-P1-K1-E11 


Method 


BLASTN 


NCBI GI 


g3241927 


BLAST score 


44 


E value 


3.0e-15 


Match length 


251 


% identity 


86 


NCBI Description 


Arabidopsis thaliana genomi* 



MTE17, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190943 

1045JL.R1039 

LIB3189-003-P1-K1-F5 

BLASTX 

g!346422 

238 

3.0e-22 

145 

41 

SERINE PALMITOYLTRANSFERASE 2 (LONG CHAIN BASE BIOSYNTHESIS 
PROTEIN 2) (SPT 2) >gi | 2130481 | pir | | JC5183 serine 
C-palmitoyl transferase (EC 2.3.1.50) Lcb2 chain - fission 
yeast (Schizosaccharomyces pombe) >gi| 1001947 (U15645) 
serine palmitoyltransferase [Schizosaccharomyces pombe] 
>gi|2414 613|emb|CAB16362| (Z99259) serine 
palmitoyltransferase 2 [Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



190944 

1046JL.R1039 

g3326497 

BLASTX 



25502 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3914940 
808 

2.0e-86 

213 

75 

SEDOHEPTULOSE-1, 7 -BIS PHOSPHATASE CHLOROPLAST PRECURSOR 
(SEDOHEPTULOSE-BISPHOSPHATASE) (SBPASE) (SED (1,7) P2ASE) 
>gi I 2529376 (L76556) sedoheptulose-1, 7-bisphosphatase 
[Spinacia oleracea] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190945 

1050_1.R1039 

LIB3048-012-Q1-L1-G10 

BLASTX 

g4580531 

248 

3.0e-21 

125 
47 

(AF036309) scarecrow-like 14 [Arabidopsis thaliana] 
190946 

1053JL.R1039 

LIB3272-009-P1-K1-E5 

BLASTX 

gl657621 

1460 

1.0e-162 

362 

78 

(U72505) G6p [Arabidopsis thaliana] >gi 1 3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 

190947 

1053_2.R1039 

LIB3083-080-Q1-L1-C2 

BLASTX 

gl657621 

538 

4.0e-55 

127 

79 

(U72505) G6p [Arabidopsis thaliana] >gi 13068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 

190948 

1056_1.R1039 

uC-gsflnu33B083a03bl 

BLASTX 

g3608485 

1085 

1.0e-119 

223 
92 

(AF088915) proteasome beta subunit [Petunia x hybrida] 



Seq. No. 



190949 



25503 




Contig ID 


1057 i.Riujy 


0 — ITIOSl Hibl 


t TC5i ^_nni — ni — —hi 9 

LIBjIOD UUi i\l nlZ 


Metnoa 


rSli/tb i A 


NCBI GI 


g2088648 


BLAST score 


165 


E value 


J . ue— i i 


Match length 




% identity 


A A 

40 


NCBI Description 


(AF0021U9) hypothetical protein [AraJDiaopsis rnaiianaj 


Seq. No* 


190950 


Contig ID 


i a r n 1 "1 A *D A 

1059 I.R1039 


d -most EST 


T TD"3f\ylQ niO A1 T 1 HQ 

J_ilBoU4 o-Ul^— yi-Lil - tao 


Method 


D-biiO 1 A 


NCBI GI 


g4115371 


BLAST score 


356 


E value 


d . ue- j4 


Matcri xengtn 


1 1 A 
11U 


% identity 


65 


NCBI Description 


(AC005 967) unknown protein [Arabidopsis thaliana] 


Seq* No. 


190951 


Contig ID 


1060_1 .R1039 


5 T -most EST 


LIBolo 9-UOo-Pl-Kl-Dl 


Method 


DT 7\ O rn V 
DllAoiA 


NCBI GI 


g2911044 


BLAST score 


508 


E value 


a a ~ ci 

2 . Oe-51 


Match length 


132 


% identity 


73 


NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana] 


Seq. No. 


190952 


Contig ID 


1066_1 . R1039 


o 1 —most EST 


t TDon^o mo r\~\ t 1 uyi 
LlnJU4o — Ul^-yi— J_il-n4 


Method 


BLAST X 


JNUrSl lj± 


g^54oUo4^: 


BLAST score 


494 


E value 


6.0e-50 


Match length 


131 


% identity 


/2 


NCBI Description 


(AF080436) mitogen activated protein kinase kinase [Ory: 




sativa] 


Seq. No. 


190953 


Contig ID 


1068 1.R1039 


o T -most EST 


t tdooto no yi m tvi /*t-i 
LIBoz /z-Uo4— rl-Kl— Ol 


Method 


BLASTX 


NCBI GI 


_00 d A T A O 

g3242 /23 


BLAST score 


447 


E value 


4.0e-44 


Match length 




% identity 


44 


NCBI Description 


(AC003040) putative acetone-cyanohydrin lyase [Arabidop; 




thaliana] 


Seq. No. 


190954 



25504 



Contig ID 


imn i ni Aon 

1070 l.Rluoy 


o -most EbT 


t TT2*3n/i Q_noo_ni _t i _ui 1 
It lb -3U4 o -uzz- y 1— LI— nl 1 


Method 


■qt 7\ nrnv 


NCBI GI 


g3461820 


BLAST score 


214 


E value 


A n^s 1 *7 

4 . ue-i / 


Match length 


OZ 


% identity 


69 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 


Seq. No. 


lyoyoo 


Contig ID 


1072 1.R1039 


5 '-most EST 


LIB3048-012-Q1-L1-H9 


Seq. No. 


ly09oo 


Contig ID 


10 /3_1 . R1039 


o — most, hoi 


t t"d*31 t t;_nno _Tir1 _0 y| 
liioOloO-UUZ-yi-l\l-£54 


Jxietnoo. 




NCBI GI 


gl617272 


BLAST score 


624 


E value 


1 . Oe-lOo 


Match length 


2/0 


% identity 


68 


NCBI Description 


(Z72151) AMP-binding protein [Brassica napus] 


Seq. No. 


190957 


Contig ID 


1075_1 .R1039 


5 -most EST 


LIB304o-039-Ql-Ll-Bo 


Method 


BLASTX 


NCBI GI 


giuo434 y 


BLAST score 


4ol 


E value 


z, . ue— 4 o 


Match length 


129 


% identity 


77 


NCBI Description 


aldehyde dehydrogenase homolog btg-26 - rape 




>gi 1 yi^y4 1 1 dds 1 io4ioo (b//uyb/ aiaenyae aenyarogenas 




homolog=btg-26 [Brassica napus, cv. Bridger, Peptide 




aa] [Brassica napus] 


Seq. No. 


i o rs fi c o 

iy09oo 


Contig ID 


1 A ""7 ""7 1 nl no A 

10 / / 1 . R1039 


5 '-most EST 


LIB3048-026-Q1-L1-D7 


Seq. No. 


190959 


Contig ID 


1078 1.R1039 


o -most EST 


uC-gsrlnu33B0b0DllDl 


Method 


BLASTX 


NCBI GI 


glolool4 


BLAST score 


871 


E value 


7.0e-94 


Match length 


183 


^ -LUcIlu-LCy 




NCBI Description 


(Y08425) small GTP-binding protein [Nicotiana 




plumbaginifolia] 


Seq. No. 


190960 


Contig ID 


1081_1.R1039 



494 



25505 



5 T -most EST 



LIB3048-030-Q1-L1-H4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190961 

1082_1.R1039 

LIB3048-013-Q1-L1-A7 

BLASTX 

g3176687 

469 

8.0e-47 

129 

67 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb|Z97344. ESTs gb|H37594, gb|R65023, gb|H37578 and 
gb|R64855 come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190962 

1082_2.R1039 

LIB314 6-059-Q1-K1-A9 

BLASTX 

g2245136 

727 

6.0e-77 

190 

71 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190963 

1085JL.R1039 

LIB3189-044-P1-K1-C7 

BLASTX 

g4580460 

668 

3.0e-77 
202 
75 

(AC006081) 
thaliana] 



putative 26S Protease Subunit 4 [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190964 

1085_2.R1039 

LIB3166-024-P1-K1-G11 

BLASTX 

g4580460 

471 

3.0e-47 
101 
92 

(AC006081) 
thaliana] 



putative 26S Protease Subunit 4 [Arabidopsis 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 



190965 

1088JL.R1039 

LIB3165-025-P1-K1-A9 

BLASTX 

g3063392 



25506 



BLAST score 


481 


E value 




Match length 


1 A 1 

127 


% identity 


76 


NCBI Description 


(AB012932) Ca2+/H+ exchanger [Vigna radiata] 


Seq. No. 


190966 


Contig ID 


1090 1.R1039 


5 '-most EST 


LIB3048-013-Q1-L1-B3 


Seq. No. 


±yu yb / 


Contig ID 


1091 1.R1039 


5 1 -most EST 


LIB3147-00o-Ql-Kl-Bo 


Seq. No. 


1 A A A 

190968 


Contig ID 


1AAO 1 *T> 1 A A A 

1092_1 . R1039 


o -most EST 


t TD^ri/iQ non A1 _T 1 _PQ 

LIBJU4o-Uo /-yi-JLil-Oo 


Method 


DT 7\ O TV 


NCBI GI 


g4239845 


BLAST score 


488 


E value 


o . ue—4 y 


Match length 


1 /IT 

14 / 


% identity 


67 


NCBI Description 


(AB015855) transcription factor TEIL [Nicotiana tabacum 


Seq. No. 


190969 


Contig ID 


1092_2 .R1039 


5 1 -most EST 


LIB314o-U Jl-Ql-Kl-Bo 


Method 


tit 7V o rpv 

BLASTX 


NCBI GI 


AAA VI AAA 

g2224933 


BLAST score 


300 


E value 


6.0e-27 


Match length 


99 


% identity 


64 


NCBI Description 


(AF0Q4216) etnylene-msensxtiveo LAraDiaopsis rnananaj 




>gi 12224935 (AF004217) ethylene-msensitiveJ [Araoiaops 




thaliana] 


Seq. No. 


1 A A A T A 

190970 


Contig ID 


1 /"\ /"I A *1 T\ "1 A A A 

1098_1.R1039 


d -most EST 


LIBJU4o-Uzy-yi-Ll-bO 


Method 


BLASTX 


NCBI GI 


g2739376 


BLAST score 


341 


E value 


7 . Oe-35 


Match length 


1 A A 

100 


% identity 


78 


NCBI Description 


(AC002505) putative permease [Arabidopsis thaliana] 


Seq. No. 


1 A A A ~7 1 

190971 


Contig ID 


1099 1.R1039 


5 1 -most EST 


g3325601 


Seq. No. 


190972 


Contig ID 


1101 1.R1039 


5' -most EST 


LIB3048-029-Q1-L1-A10 


Method 


BLASTX 



25507 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2129550 
570 

5.0e-59 

126 

85 

calcium-dependent protein kinase (EC 2.7.1.-) CDPK6 - 
Arabidopsis thaliana >gi I 2129554 | pir I I S71901 
calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi 1 836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi I 836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi i 4454034 | emb | CAA23031 . 1 1 (AL035394 ) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 

190973 

1104_1.R1039 

uC-gsf lmaxxa02 6b03bl 

BLASTX 

g4262226 

225 

8.0e-18 

111 

49 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
190974 

1104_2.R1039 

uC-gsronu33B108e02bl 

BLASTX 

gl!72995 

245 

1.0e-20 

95 

56 

60S RIBOSOMAL PROTEIN L22 >gi i 1083790 |pir I I S52084 ribosomal 

protein L22 - rat >gi i 710295 i emb | CAA55204 | (X78444) 

ribosomal protein L22 [Rattus norvegicus] 

>gi 1 1093952 |prf | I2105193A ribosomal protein L22 [Rattus 

norvegicus] 

190975 

1104_3.R1039 

LIB3149-042-Q1-K1-C4 

BLASTX 

gll72995 

252 

2.0e-21 
98 
55 

60S RIBOSOMAL PROTEIN L22 >gi | 1083790 | pir | 
protein L22 - rat >gi I 710295 | emb | CAA55204 | 
ribosomal protein L22 [Rattus norvegicus] 
>gi|1093952|prf M2105193A ribosomal protein L22 [Rattus 
norvegicus] 



S52084 ribosomal 
(X78444) 



Seq. No. 
Contig ID 



190976 

1104 4.R1039 



25508 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3148-054-Q1-K1-E7 

BLASTX 

gll72995 

268 

3.0e-23 

107 
52 

60S RIBOSOMAL PROTEIN L22 >gi | 1083790 | pir 1 | S52084 ribosomal 

protein L22 - rat >gi | 710295 | emb I CAA55204 | (X78444) 

ribosomal protein L22 [Rattus norvegicus] 

>gi| 1093952|prf i I2105193A ribosomal protein L22 [Rattus 

norvegicus] 



Seq. No. 

Contig ID 
5' -most EST 



190977 

1104_5.R1039 
LIB3166-036-P1-K1-B12 



Seq. No. 
Contig ID 
5' -most EST 



190978 

1107_1.R1039 
LIB3048-020-Q1-L1-B11 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190979 

1108JL.R1039 

LIB3196-049-P1-M1-F5 

BLASTX 

g3212859 

671 

2.0e-70 

202 

43 

(AC004005) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



190980 

1111_1.R1039 
LIB3048-022-Q1-L1-B2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190981 

1112_1.R1039 

LIB3048-013-Q1-L1-D12 

BLASTX 

g3688181 

172 

6.0e-12 

69 

57 

(AL031804) 
thaliana] 



putative protein (fragment) [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



190982 

1123__1.R1039 

LIB3048-013-Q1-L1-E12 

BLASTX 

g2281115 

575 

2.0e-59 

135 

83 



25509 



NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 

190983 

1124_1.R1039 

LIB3048-052-Q1-L1-F9 

BLASTX 

g3510603 

182 

2.0e-13 
87 
40 

(AF044209) 
sapiens] 



nuclear receptor co-repressor N-CoR [Homo 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



190984 

1129JL.R1039 

LIB3135-022-Q1-K1-D2 

BLASTX 

g479386 

1365 

1.0e-151 

285 

91 



NCBI Description isocitrate dehydrogenase - soybean 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190985 

1129_2.R1039 

LIB3146-014-Q1-K1-G4 

BLASTX 

gl69989 

854 

6.0e-92 
175 
92 

(L12157) 
max] 



NADPH-specif ic isocitrate dehydrogenase [Glycine 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



190986 

1130_1.R1039 

g3325946 

BLASTX 

g!808656 

2092 

0.0e+00 

463 

83 

(Y10804) Ubiquitin activating enzyme El 
190987 

1134_2.R1039 

LIB3148-034-Q1-K1-B11 

BLASTX 

g217909 

411 

3.0e-40 
89 



[Nicotiana tabacum] 



25510 



% identity 


91 




NCBI Description 


(D14044) glycolate oxidase [Cucurbita sp.] 


Seq. No. 


190988 




Contig ID 


1137 1.R1039 




5 T -most EST 


LIB3048-023-Q1-L1-F8 




Seq. No. 


190989 




Contig ID 


1139_1.R1039 




5 -most EST 


LIBJ04 8-047-Q1-L1-B11 




Method 


BLASTX 




NCBI GI 


g2435395 




BLAST score 


882 




E value 


1.0e-180 




Match length 


394 




% identity 


80 




NCBI Description 


(U63550) pectate lyase [Fragaria x 


ananassa] 


Seq. No. 


190990 




Contig ID 


1139_2.R1039 




5 -most EST 


LIB3048-038-Q1-L1-D1 




Method 


BLASTX 




NCBI GI 


g2435395 




BLAST score 


656 




E value 


1.0e-83 




Match length 


187 




% identity 


83 




NCBI Description 


(U63550) pectate lyase [Fragaria x 


ananassa] 


Seq. No. 


190991 




Contig ID 


1140 1.R1039 




5 '-most EST 


LIB3272-051-P1-K1-G10 




Method 


BLASTX 




VT/-1 T3 T PT 

NtDl bl 


g2499945 




BLAST score 


709 




E value 


1.0e-74 




Match length 


237 




% identity 


60 




NCBI Description 


URIDINE 5 1 -MONOPHOSPHATE SYNTHASE 


(UMP SYNTHASE! 



PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 1 -PHOSPHATE 
DECARBOXYLASE >gi | 1076363 Ipir | | S46440 orotate 
phosphoribosyltransferase (EC 2.4.2.10) / 
orotidine-5' -phosphate decarboxylase (EC 4.1.1.23) - 
Arabidopsis thaliana >gi | 443818 | emb | CAA50 686 | (X71842) 
pyrE-F [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190992 

1140_2.R1039 

LIB3272-014-P1-K1-D8 

BLASTX 

g2499946 

1238 

1.0e-136 

327 
74 

URIDINE 5 1 -MONOPHOSPHATE SYNTHASE (UMP SYNTHASE) (OROTATE 
PHOSPHORIBOSYLTRANSFERASE AND OROTIDINE 5 f -PHOSPHATE 



25511 



DECARBOXYLASE >gi| 747980 (U22260) UMP synthase [Nicotiana 
tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190993 

1142_1.R1039 

uC-gsronu33B055g01bl 

BLASTX 

gl21953 

167 

5.0e-ll 

38 
87 

HISTONE HI >gi|81905|pir| IS00033 histone Hl.b - garden pea 
>gi!20762|emb|CAA29123| (X05636) HI histone (AA 1-263) 
[Pisum sativum] 



Seq. No. 
Contig ID 
5' -most EST 



190994 

1143JL.R1039 
LIB3048-013-Q1-L1-G1 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190995 

1148JL.R1039 

LIB3048-013-Q1-L1-G3 

BLASTX 

g4539399 

362 

2.0e-34 
75 
95 

(AL035526) 
thaliana] 



ras-like GTP-binding protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190996 

1151_1.R1039 

LIB3165-001-Q1-K1-C3 

BLASTX 

g4027897 

716 

7.0e-76 

153 

84 

(AF049353) alpha-expansin precursor 



[Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190997 

1152JL.R1039 

LIB3165-036-P1-K1-D9 

BLASTX 

g4455180 

278 

9.0e-25 

106 

57 

(AL035521) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



190998 

1153_1.R1039 
LIB3048-013-Q1-L1-G8 



25512 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190999 

1161JL.R1039 

LIB3083-050-Q1-L1-D1 

BLASTX 

g2827555 

528 

7.0e-54 

174 

64 

(AL021635) Translation factor 
[Arabidopsis thaliana] 



EF-1 alpha - like protein 



191000 

1163_1.R1039 

LIB3048-013-Q1-L1-H7 

BLASTN 

g3785968 

34 

1.0e-09 

82 

85 

Arabidopsis thaliana chromosome II BAC F2I9 genomic 
sequence , complete sequence [Arabidopsis thaliana] 



191001 

1164JL.R1039 

LIB3048-013-Q1-L1-H8 

BLASTX 

g4455155 

341 

4.0e-32 

69 

90 

(AL022023) EF-1 alpha - like protein 
[Arabidopsis thaliana] 



(fragment) 



191002 

1169JL.R1039 
g3325686 

191003 

1170_1.R1039 

g5048129 

BLASTX 

g2708750 

1084 

1.0e-118 

420 

53 

(AC003952) putative physical impedence protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



191004 

1173_1.R1039 

uC-gsflnu33B132a03bl 

BLASTX 



25513 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2660664 
830 

5.0e-89 

229 
72 

(AC002342) unknown protein [Arabidopsis thaliana] 
191005 

1174_1.R1039 

LIB3048-048-Q1-L1-A4 

BLASTX 

g3287834 

305 

4.0e-28 

77 
78 

( + ) -DELTA-CADINENE SYNTHASE ISOZYME XC14 (D-CADINENE 
SYNTHASE) >gi | 2147016 | pir | |S68366 ( + ) -delta-cadinene 
synthase isozyme XC14 - Gossypium arboreum >gi 11045314 
(U23205) {+) -delta-cadinene synthase isozyme XC14 
[Gossypium arboreum] 



Seq. No. 


191006 


Contig ID 


1178 1.R1039 


5 '-most EST 


LIB3048-027-Q1-L1-G1 


Method 


BLASTX 


NCBI GI 


g3492803 


BLAST score 


332 


E value 


5.0e-31 


Match length 


139 


% identity 


51 


NCBI Description 


(AJ002479) ENBP1 [Medicago truncatula] 


Seq. No. 


191007 


Contig ID 


1179 2.R1039 


5 '-most EST 


LIB3048-025-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g2245060 


BLAST score 


486 


E value 


6.0e-54 


Match length 


191 


% identity 


59 


NCBI Description 


(Z97342) allergen homolog [Arabidopsis ■ 


Seq. No. 


191008 


Contig ID 


1187 1.R1039 


5 '-most EST 


LIB3120-019-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3080400 


BLAST score 


751 


E value 


8.0e-80 


Match length 


175 


% identity 


82 


NCBI Description 


(AL022603) putative protein [Arabidopsi 



>gi | 4455264 | emb | CAB36800 
[Arabidopsis thaliana] 



,1| (AL035527) putative protein 



25514 



Seq. No. 
Contig ID 
5 '-most EST 



191009 

1192_1.R1039 
LIB3048-014-Q1-L1-D2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191010 

1194JL.R1039 
LIB3048-021-Q1-L1-D11 

191011 

1197_1.R1039 

LIB3189-016-P1-K1-D4 

BLASTX 

gl33409 

733 

7.0e-78 

161 

88 

DNA-DIRECTED RNA POLYMERASE ALPHA CHAIN 
>gi | 66962 | pir | | RNNTA DNA-directed RNA polymerase (EC 
2.7.7.6) alpha chain - common tobacco chloroplast 
>gi|11860|emb|CAA77376| (Z00044) RNA polymerase alpha 
subunit [Nicotiana tabacum] >gi | 225228 | prf | | 1211235BK RNA 
polymerase alpha [Nicotiana tabacum] 



Seq. No. 


191012 


Contig ID 


1198 1.R1039 


5 '-most EST 


LIB3048-019-Q1-L1-A6 


Seq. No. 


191013 


Contig ID 


1203 1.R1039 


5 '-most EST 


LIB3048-031-Q1-L1-A8 


Method 


BLASTX 


NCBI GI 


g2832675 


BLAST score 


259 


E value 


5.0e-22 


Match length 


111 


% identity 


49 


NCBI Description 


(AL021712) hypothetical 


Seq. No. 


191014 


Contig ID 


1205 1.R1039 


5 '-most EST 


LIB3048-047-Q1-L1-B4 


Method 


BLASTX 


NCBI GI 


g3080435 


BLAST score 


181 


E value 


2.0e-16 


Match length 


62 


% identity 


68 


NCBI Description 


(AL022605) putative prot 


Seq. No. 


191015 


Contig ID 


1206 1.R1039 


5 '-most EST 


LIB3048-040-Q1-L1-B5 


Seq. No. 


191016 


Contig ID 


1212 1.R1039 


5' -most EST 


LIB3048-019-Q1-L1-A5 



25515 






Seq. No, 


191017 




Contig ID 


lzlo l.Rluo9 




o -most EbT 


T TDQ1 fi A 1 T51 T/1 C d 

liiriolDt>-U4o— r±~l\l-bb 




Method 


BLASTX 




NCBI GI 


gl220196 




BLAST score 


1608 




E value 


1. Oe-180 




Match length 


382 




% identity 


79 




NCBI Description 


(U49061) alcohol dehydrogenase 2a [Gossypium hirsutum] 




Seq. No. 


191018 




Contig ID 


1215 3.R1039 




5 -most EST 


t t n "D i a c n o r\ r\i vi tin 

LIB3145-U3U-Q1-K1-H9 




Method 


BLASTX 




NCBI GI 


gl840425 




BLAST score 


166 




E value 


3. Oe-11 




Match length 


44 


fu 


% identity 


68 


ffa 


NCBI Description 


(U36586) alcohol dehydrogenase [Vitis vmirera] 


IS 


Seq. No. 


191019 


o 


Contig ID 


1215_6.R1039 


1==: 


5' -most EST 


LIB31 66-00 9-P1-K1-D6 




Method 


BLASTX 


y = 


NCBI GI 


g!944216 




BLAST score 


296 




E value 


3. 0e-27 




Match length 


97 




% identity 


70 


fl 


NCBI Description 


(D84246) alcohol dehydrogenase [Arabidopsis thaliana] 


fl 


Seq. No. 


191020 


o 


Contig ID 


1217_1.R1039 




5 T -most EST 


LIB3048-018-Q1-L1-H2 




Seq. No. 


191021 




Contig ID 


1219_1.R1039 




5 '-most EST 


LIB3083-095-Q1-L1-D8 




Seq. No. 


191022 




Contig ID 


1220 1.R1039 




5 '-most EST 


LIB3148-016-Q1-K1-H12 




Method 


BLASTN 




NCBI GI 


g2924768 




BLAST score 


37 




E value 


2. 0e-ll 




Match length 


69 




% identity 


88 




NCBI Description 


Arabidopsis thaliana chromosome II BAC F25I18 genomic 






sequence, complete sequence [Arabidopsis thaliana] 




Seq. No. 


191023 




Contig ID 


1226 1.R1039 




5 '-most EST 


LIB3048-046-Q1-L1-D9 



25516 




Method 


rJLAb i A 


NCBI GI 


gl256509 


BLAST score 


388 


E value 


1 . Ue-o / 


Match length 


o r 
o D 


% identity 


79 


NCBI Description 


(X92943) pectate lyase [Musa acuminata] 


Seq. No. 


191024 


Contig ID 


1230 1.R1039 


o -most EST 


LIBJU4D-U1 y-Qi-Ll-b / 


Method 


BLAbTX 


NCBI GI 


g2342724 


BLAST score 


334 


E value 


3 . Ue-ol 


Match length 


14 0 


o ' _ — J- * J_,_ 

% identity 


oU ~ 


NCBI Description 


(AC0G&341) unknown protein [Arabidopsis thaliana] 


Seq. No. 


191025 


Contig ID 


1231 1.R1039 


5 1 -most EST 


uC-gsf lnu33B003g09bl 


Method 


TIT T\ O mv 

BLASTX 


NCBI GI 


g3925703 


BLAST score 


1146 


E value 


1.0e-126 


Match length 


253 


% identity 


89 


NCBI Description 


(X95905) 14-3-3 protein [Lycopersicon esculentum] 


Seq. No. 


191026 


Contig ID 


1235 1.R1039 


5' -most EST 


LIB3048-033-Q1-L1-A12 


Seq. No. 


191027 


Contig ID 


1237_1.R1039 


5 '-most EST 


g5048146 


Method 


TIT TV omv 

BLASTX 


NCBI GI 


g2959324 


BLAST score 


1057 


E value 


1. 0e-115 


Match length 


236 


% identity 


36 


NCBI Description 


(Y15224) Importin alpha-like protein [Arabidopsis thaliana] 


Seq. No. 


191028 


Contig ID 


1242_1.R1039 


5 '-most EST 


LIB3166-036-P1-K1-D9 


Method 


BLASTX 




g4 3oo4zo 


BLAST score 


431 


E value 


2.0e-42 


Match length 


124 


% identity 


66 


NCBI Description 


(AF090835) Ca2+- dependent protein kinase [Mesembryanthemum 



crystallinum] 



25517 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191029 

1245_1.R1039 

LIB3272-002-P1-K1-C12 

BLASTX 

g2351380 

593 

4.0e-61 

317 
40 

(U54559) translation initiation factor eIF3 p40 subunit 
[Homo sapiens] >gi | 4503515 | ref | NP_003747 . 1 | pEIF3S3 | UNKNOWN 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191030 

1247_1.R1039 

LIB3197-049-Q1-M1-H4 

BLASTX 

g2130051 

853 

S.0e-92 

203 

75 

xylose isomerase (EC 5.3.1.5) - barley 
>gi|1296807|emb|CAA64544i (X95256) xylose isomerase 
[Hordeum vulgare] >gi | 1588664 | prf | I2209268A xylose 
isomerase [Hordeum vulgare] 



Seq. No. 


191031 


Contig ID 


1250 1.R1039 


5' -most EST 


LIB3048-051-Q1-L1-C12 


Method 


BLASTX 


NCBI GI 


gl652467 


BLAST score 


217 


E value 


3.0e-17 


Match length 


65 


% identity 


63 


NCBI Description 


(D90905) hypothetical ] 


Seq. No. 


191032 


Contig ID 


1252 1.R1039 


5 '-most EST 


LIB3048-022-Q1-L1-G8 


Seq. No. 


191033 


Contig ID 


1254 1.R1039 


5' -most EST 


LIB3048-020-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


gll9640 


BLAST score 


353 


E value 


2.0e-33 


Match length 


125 


% identity 


54 


NCBI Description 


1 -AMINOCYCLOPROPANE- 1 -< 



-CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 
E8) >gi|82109|pir||S01642 ripening protein E8 - tomato 
>gi| 19199|emb|CAA31789| (X13437) E8 protein [Lycopersicon 
esculentum] 



Seq. No. 

Contig ID 



191034 

1256 1.R1039 



25518 



5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3048-015-Q1-L1-C2 

BLASTX 

g3077640 

352 

2.0e-33 

131 

53 

(AJ223151) O-methyltransferase [Prunus dulcis] 



Seq. No. 
Contig ID 
5' -most EST 



191035 

1259JL.R1039 
LIB3048-015-Q1-L1-C5 



Seq. No, 
Contig ID 
5' -most EST 



191036 

1263JL.R1039 
LIB3048-026-Q1-L1-E7 



Seq. No. 
Contig ID 
5' -most EST 



191037 

1265_1.R1039 
LIB3166-016-P1-K1-F3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191038 

1268_1.R1039 

uC-gsronu33B147c01bl 

BLASTX 

g3075392 

809 

1.0e-86 

202 

73 

(AC004484) 
thaliana] 



putative steroid dehydrogenase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191039 

1271_1.R1039 

LIB3048-035-Q1-L1-D9 

BLASTX 

g2275204 

329 

1.0e-30 

82 

73 

(AC002337) DNA binding protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191040 

1276_1.R1039 

LIB3166-039-P1-K1-D9 

BLASTX 

g2983447 

351 

5.0e-33 

198 

40 

(AE000714) large subunit of isopropylmalate isomerase 
[Aquifex aeolicus] 



25519 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



191041 

1277_1.R1039 

LIB3166-009-P1-K1-D2 

BLASTX 

g2632254 

455 

4.0e-45 

121 
72 

(Y12465) serine/threonine kinase [Sorghum bicolor] 
191042 

1278JL.R1039 

LIB3166-040-P1-K1-H6 

BLASTX 

gl200205 

730 

3.0e-77 

148 

90 

(X95753) DAG [Antirrhinum majus] 
191043 

1278_2.R1039 

uC-gsronu33B036fl0bl 

BLASTX 

gl200205 

221 

5.0e-18 

67 

67 

(X95753) DAG [Antirrhinum majus] 
191044 

1282_1.R1039 
LIB3048-015-Q1-L1-G8 

191045 

1283_1.R1039 
LIB3048-015-Q1-L1-E5 

191046 

1284JL.R1039 

LIB3048-015-Q1-L1-E6 

BLASTX 

g2829918 

701 

4.0e-74 

180 

77 

(AC002291) similar to "tub" protein gp | U82468 | 2072162 
[Arabidopsis thaliana] 

191047 

1285__1.R1039 
LIB3196-020-P1-M1-E12 



25520 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191048 

1287_1.R1039 

LIB3166-034-P1-K1-B4 

BLASTX 

gl076515 

464 

2.0e-46 

175 

56 

pectinesterase precursor 
>gi | 732913 | emb | CAA59482 | 
vulgaris] 



- kidney bean 

(X85216) pectinesterase [Phaseolus 



191049 

1289JL.R1039 

uC-gsronu33B011h04bl 

BLASTX 

g4539296 

581 

1.0e-59 

164 

61 

(AL049480) putative pathogenesis-related protein 
[Arabidopsis thaliana] 



191050 

1291_1.R1039 

LIB3135-046-Q1-K1-F4 

BLASTX 

gl871182 

202 

7.0e-33 

121 

64 

(U90439) phospholipase D isolog 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191051 

1297_1.R1039 

uC-gsronu33B090g05bl 

BLASTX 

g3559805 

870 

1.0e-93 
206 
75 

(AJ006787) 
thaliana] 



putative phytochelatin synthetase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



191052 

1297_2.R1039 

uC-gsronu33B109a06bl 

BLASTX 

g3559805 

718 

4.0e-76 

169 

76 



25521 



NCBI Description 



(AJ006787) putative phytochelatin synthetase [Arabidopsis 
thaliana] 



Seq. No. 


191053 


Contig ID 


1299 1.R1039 


5 T -most EST 


g3326024 


Seq. No. 


191054 


Contig ID 


1301 1.R1039 


5 '-most EST 


LIB3048-015-Q1-L1-G10 


Seq. No. 


191055 


Contig ID 


1303 1.R1039 


S'-most EST 


LIB3083-108-Q1-L1-D5 


Method 


BLASTX 


NCBI GI 


g4406759 


BLAST score 


176 


E value 


2.0e-12 


Match length 


137 


% identity 


44 


NCBI Description 


(AC006836) hypothetical protein 


Seq. No. 


191056 


Contig ID 


1303 2.R1039 


5' -most EST 


LIB3165-055-P1-K1-C1 


Method 


BLASTX 


NCBI GI 


g4406759 


BLAST score 


257 


E value 


5.0e-22 


Match length 


117 


% identity 


44 


NCBI Description 


(AC006836) hypothetical protein 


Seq. No. 


191057 


Contig ID 


1308 1.R1039 


5' -most EST 


LIB3148-011-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl69211 


BLAST score 


375 


E value 


5.0e-36 


Match length 


86 


% identity 


88 


NCBI Description 


(M90294) ethylene-f orming enzyme 



>gi | 445591 Iprf | 
hybrida] 



[Petunia hybrida] 
I1909343A ethylene-f orming enzyme [Petunia x 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191058 

1315_1.R1039 

LIB3048-015-Q1-L1-H3 

BLASTX 

g4220528 

687 

1.0e-112 
232 
82 

(AL035356) 
thaliana] 



glucose-6-phosphate isomerase [Arabidopsis 



25522 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191059 

1317_1.R1039 

LIB3048-015-Q1-L1-H5 

BLASTX 

g4558659 

207 

7.0e-18 

102 

49 

(AC007063) unknown protein [Arabidopsis thaliana] 
191060 

1319JL.R1039 

LIB3145-023-Q1-K1-G11 

BLASTX 

gll69200 

218 

1.0e-17 

119 

42 

DNA- DAMAGE - RE PAI R/ TOLERAT I ON PROTEIN DRT111 PRECURSOR 
>gi|421829|pir| IS33706 DNA-damage resistance protein - 
Arabidopsis thaliana >gi| 166694 (M98455) [Arabidopsis 
thaliana recombination and DNA-damage resistance protein 
(DRT111) mRNA, complete cds.], gene product [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



191061 

1324JL.R1039 
uC-gsflmaxxa002f04bl 



Seq. No. 
Contig ID 
5' -most EST 



191062 

1324_2.R1039 
LIB3048-053-Q1-L1-A8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191063 

1326_1.R1039 

LIB3048-016-Q1-L1-A5 

BLASTX 

gll50932 

561 

8.0e-58 

146 

73 

(X88864) cyclin [Medicago sativa] 



Seq. No. 
Contig ID 
5' -most EST 



191064 

1326_2.R1039 
LIB3166-011-P1-K1-A9 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



191065 

1328_1.R1039 

uC-gsflnu33B07 9h02bl 

BLASTX 

g!350720 

419 



25523 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



5.0e-41 

88 

88 

60S RIBOSOMAL PROTEIN L32 
191066 

1328_2.R1039 

LIB3166-013-P1-K1-E1 

BLASTN 

gl777727 

138 

2.0e-71 

190 

93 

Gossypium hirsutum 18S ribosomal RNA gene, partial sequence 
191067 

1330_1.R1039 
LIB3048-016-Q1-L1-A9 

191068 

1331_1.R1039 

LIB3166-013-P1-K1-B2 

BLASTN 

g3451055 

43 

1.0e-14 

165 

87 

Arabidopsis thaliana DNA chromosome 4, BAC clone F16G20 
(ESSAII project) 

191069 

1333_1.R1039 
LIB3166-013-P1-K1-G11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



191070 

1335_1.R1039 

LIB3048-051-Q1-L1-C7 

BLASTX 

g2244792 

665 

1.0e-69 

140 

83 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
191071 

1337_1.R1039 
LIB3048-033-Q1-L1-D7 

191072 

1343_1.R1039 

LIB3048-016-Q1-L1-C11 

BLASTX 

g4220445 

147 



25524 



E value 
Match length 
% identity 
NCBI Description 



8.0e-09 

178 

17 

(AC006216) Similar to git 3004555 F19F24.14 salt inducible 
protein homolog from Arabidopsis thaliana BAC gblAC003673. 
[Arabidopsis thaliana] 



Seq. No. 


191073 


Contig ID 


1344 1.R1039 


5 '-most EST 


LIB3048-042-Q1-L1-B11 - 


Method 


BLASTX 


NCBI GI 


gl518540 


BLAST score 


554 


E value 


4.0e-57 


Match length 


123 


% identity 


85 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine 


Seq. No. 


191074 


Contig ID 


1346 1.R1039 


5' -most EST 


LIB3048-016-Q1-L1-C3 


Seq. No. 


191075 


Contig ID 


1349 1.R1039 


5' -most EST 


LIB3048-054-Q1-L1-D4 


Method 


BLASTX 


NCBI GI 


gll9748 


BLAST score 


422 


E value 


1.0e-41 


Match length 


94 


% identity 


89 


NCBI Description 


FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(D-FRUCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 
>gi| 67241|pir | | PASPY f ructose-bisphosphatase (EC 3.1.3.11), 
cytosolic - spinach >gi | 21245 | emb | CAA438 60 | (X61690) 
fructose-bisphosphatase [Spinacia oleracea] 

191076 

1350JL.R1039 

g3325609 

BLASTX 

g3435196 

559 

2.0e-57 

187 

60 

(AF067773) glutamyl-tRNA synthetase [Arabidopsis thaliana] 
191077 

1358_1.R1039 

uC-gsronu33B04 6g02bl 

BLASTX 

g2827548 

152 

6.0e-10 

90 
41 
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NCBI Description 



(AL021635) cytochrome P450 
thaliana] 



like protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most -EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



191078 

1365_1.R1039 

LIB3048-052-Q1-L1-D3 

BLASTX 

g2244898 

738 

3.0e-79 

207 

71 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 

191079 

1373_1.R1039 

LIBSOSS-OSS-Ql^Ll-EG 

BLASTX 

g4263695 

472 

5.0e-47 

276 

10 

(AC006223) 
thaliana] 



putative myosin II heavy chain [Arabidopsis 



191080 

1382_1.R1039 

LIB3048-026-Q1-L1-G1 

BLASTX 

gl723239 

573 

6.0e-59 

201 

55 

HYPOTHETICAL 35.7 KD PROTEIN C26A3.11 IN CHROMOSOME I 
>gi|1177358|emb|CAA93234| (Z69240) putative amidohydrolase 
[Schizosaccharomyces pombe] 

191081 

1383_1.R1039 

LIB3196-024-P1-M1-H9 

BLASTX 

g4128133 

787 

8.0e-84 

331 

47 

(AJ006068) dTDP-D-glucose 4 , 6-dehydratase [Homo sapiens] 
191082 

1385_1.R1039 
LIB3048-016-Q1-L1-G2 



Seq. No. 
Contig ID 



191083 

1386 1.R1039 
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O iUObU HjOI 


liXI_)0__, / £. UfsO IrX J\X HiXX 






NCBI GI 


g285741 


BLAST score 


1365 


E vain© 


x . Ue 101 


L v iai-cn lenytn 


4 ^.O 






NCBI Description 


^ui400Uj iitUoir precursor [uaucus 


oeq. JNO . 


1 Qi OQ/I 
iyiUo4 


conrig id 


loo / X . KlUJy 


3 IUOSC £jOI 


rr^H RTTT A ft 
yOUOU / 40 




OJUAO 1 A 


TJPDT PT 

INOJDl bl 




BLAST score 


889 


E value 


4.0e-96 


Match length 


1Z 


is lueniity 


/ D 


NCBI Description 


IAOUUZoouj putacive transport, pj 




thaliana] 


Seq. No. 


lyiuoo 


Contig ID 


1000 1 r>*iAon 

looo l.Rluoy 


O — ItlOSc ilibl 


LlDOlOO-UOj~rl"i\i - L / 


Method. 


£5XiAO 1 A 


NCBI GI 


g3288883 


BLAST score 


470 


E value 


4 . ue— 4 / 


Match length 


lo / 


% identity 


by 


NCBI Description 


lAoUio4oi) oAK una Dinamg prot< 


Seq. No. 


t m A 0 c 

lyiuo 0 


Contig ID 


loyu l.Rlujy 


o —most i-ibi 


lilrJoU4o — U jj- Ul~ lil— OIZ 


TUTi^ ^ r> /"\ /*n 

j*ieEJiou 


JdIjAo 1 A 


NCBI GI 


g2369766 


BLAST score 


832 


E value 


1 . ue 10 / 


Match length 


Zoo 


% identity 


o4 


NLBI Description 


(AJUUloU4) nypotnetical protein 


Seq. No. 


lyiuo / 


Contig ID 


uyo ^.Riuoy 


o -most. Hioi 


TTmiQt^ ni Q rsA \f\ 7\c^ 
LlDjloj-Ulo vJl"J\l AO 




DXjAO 1 A 


NCBI GI 


g2369766 


BLAST score 


237 


E value 


i . ue-iy 


Match length 


40 


^ X VXc 1 1 L. X l. y 




NCBI Description 


(AJ001304) hypothetical protein 


Seq. No. 


191088 


Contig ID 


1390 4.R1039 


5 '-most EST 


uC-gsronu33B178b06bl 



x paradisi] 



[Citrus x paradisi] 



25527 



Method 


BLAbiA 


NCBI GI 


g2369766 


BLAST score 


402 


E value 


2 . Oe-61 


Match length 


195 


% identity 


64 


NCBI Description 


(AJ001304) hypothetical protein 


Seq. No. 


191089 


Contig ID 


1396 1.R1039 


5 '-most EST 


LIB3048-036-Q1-L1-F5 


Seq. No. 


191090 


Contig ID 


1397_1 . R1039 


5 ' -most EST 


LIBoU4o~Uz j-yi-Ll-*Cj4 


Method 


BLAST X 


NCBI GI 


g3096919 


BLAST score 


333 


E value 


7.0e-46 


Match length 


110 


% identity 


85 


NCBI Description 


(AL023094) putative serine/threo 




[Arabidopsxs thaliana] 


Seq. No. 


191091 


Contig ID 


1398_1.R1039 


5' -most EST 


LIB3272-005-P1-K1-A12 


Method 


BLASTX 


NCBI GI 


g70645 


BLAST score 


1901 


E value 


O.Oe+00 


Match length 


381 


% identity 


100 



NCBI Description 



ubiquitin precursor - garden pea >gi | 20589 | emb | CAA34 886 | 
(X17020) polyubiquitin (AA 1-381) [Pisum sativum] 
>gi 1 4115339 (L81142) ubiquitin [Pisum sativum] 
>gi I 226707 |prf | I1603402A poly-ubiquitin [Pisum sativum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191092 

1400JL.R1039 

LIB3166-001-Q1-K1-C11 

BLASTX 

gl495804 

713 

1.0e-75 

158 
85 

(X96406) 13-lipoxygenase 



[Solanum tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 



191093 

1402JL.R1039 
LIB3048-033-Q1-L1-F8 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



191094 

1403JL.R1039 

LIB3165-028-P1-K1-F2 

BLASTX 



25528 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method . 

NCBI GI" 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2244905 
656 

1.0e-68 

203 
61 

(Z97339) 



indole-3-acetate bet a-glucosyltransf erase 



[Arabidopsis thaliana] 
191095 

1404JL.R1039 

LIBJ048-019-Q1-L1-G6 < ' 

BLASTX - / 

g3746059 

805 

3.0e-86 

204 

69 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi | 4432812 | gb | AAD20662 | (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

191096 

1409J..R1039 

LIB3272-021-P1-K1-C11 

BLASTX 

g4455210 

570 

2.0e-58 

229 

54 

(AL035440) putative aspartate-tRNA ligase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



191097 

1417_1.R1039 
LIB3048-034-Q1-L1-E7 

191098 

1418JL.R1039 

g5047458 

BLASTX 

g2507426 

1276 

1.0e-141 

393 

64 

ALANYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR 
(ALANINE — TRNA LIGASE) (ALARS) >gi | 1673365 | emb | CAA80380 | 
(Z22673) mitochondrial tRNA-Ala synthetase [Arabidopsis 

thaliana] 

191099 

1429_1.R1039 

LIB3272-045-P1-K1-B1 

BLASTX 

gl769887 

454 



25529 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



3.0e-45 
106 
78 



(X95736) amino acid permease 6 [Arabidopsis thaliana] 



191100 

1431_1.R1039 
LIB3048-029-Q1-L1-D1 



Seq. JSIo. 

Contig ID 

5 1 -most" EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191101 

1432_1.R1039 

LIB3135-028-Q1-K1-H1 " ? 

BLASTX 

gl076746 

1400 

1.0e-155 

312 

88 

heat shock protein 70 - rice (fragment) 

>gi I 763160 |emb|CAA47948| (X67711) heat shock protein 70 
[Oryza sativa] 

191102 

1432_2.R1039 

g3326230 

BLASTX 

gl!6343 

400 

1.0e-38 

213 

40 

BASIC ENDOCHITINASE PRECURSOR 
191103 

1432__3.R1039 

uC-gsflnu33B100a04bl 

BLASTX 

g584928 

317 

3.0e-41 

242 

40 

ENDOCHITINASE CH25 PRECURSOR >gi | 2118034 | pir | IS59953 
chitinase (EC 3.2.1.14) class I precursor - rape >gi 1167130 
(M95835) endochitinase [Brassica napus] 

191104 

1432_4.R1039 

uC-gsflnu33B068d02bl 

BLASTX 

g3747050 

425 

1.0e-41 

106 

77 

(AF093540) ribosomal protein L26 [Zea mays] 



25530 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191105 

1432_5.R1039 

uC-gsronu33B159f05bl 

BLASTX 

g425194 

617 

3.0e-64 

147 

84 

(L26243) heat shock protein [Spinacia oleracea] >gi 12660772 
(AF034618) cytosolic.heat shock 70 protein [Spinacia' 
oleracea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191106 

1432_6.R1039 

LIB3166-057-P1-K1-A5 

BLASTX 

gl076746 

1689 

0.0e+00 

465 

91 

heat shock protein 70 - rice (fragment) 

>gi|763160|emb|CAA47948| (X67711) heat shock protein 70 
[Oryza sativa] 



Seq. No. 


191107 


Contig ID 


1432 7.R1039 


5 '-most EST 


LIB3083-024-Q1-L1-A4 


Method 


BLASTX 


NCBI GI 


g974294 


BLAST score 


323 


E value 


1.0e-29 


Match length 


106 


% identity 


60 


NCBI Description 


(U31309) LP6 [Pinus taeda] 


Seq. No. 


191108 


Contig ID 


1432 9.R1039 


5 '-most EST 


LIB3083-079-Q1-L1-B10 


Method 


BLASTX 


NCBI GI 


gl23620 


BLAST score 


1012 


E value 


1.0e-110 


Match length 


236 


% identity 


86 


NCBI Description 


HEAT SHOCK COGNATE 70 KD P 



?EIN 2 >gi| 100224 Ipiri [S14950 
heat shock cognate protein 70 - tomato 

>gi|19258|emb|CAA37971| (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



191109 

1432JL0.R1039 

LIB3166-029-P1-K1-F9 

BLASTX 

g!076746 

338 
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E value 


2.0e-31 


Match length 


129 


Sr *l /"] ^ l"! +" T T T 

t> luentiuy 
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LN^J3X UcoCiipLlOu 


hoaf g /~\ \r Ywr^^c d \ n "7 0 — y| a 
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XX.KXUoy 
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NCBI GI 


g3986110 


BLAST score 


406 


E value 


x . ue J5 


Match length 


y y 


% identity 


/ y 


lnL/Jdx uescnptxon 


vfiou xz / x o j neaL snocjc protein 


beq. wo. 


1 Q1 111 

xy xxxx 


contxg id 


i/iTa i d i n "3 q 
I4ao X.RXUoy 


o mosr. Jbbi 


XjXJd jU4 £}"Ujy ^1 LI 


lYlcT-liOU. 




1NL-JDX ul 


rr9 R 977 1 P 


BLAST score 


263 


E value 


6.0e-23 


Match length 


X J J 


^5 iaem_iT-.y 


jU 


NCBI Description 


(AL021684) retrotransposon - : 




thaliana] 


O a «■» VI-. 

beg. wo. 


i qi no 

xy xxxz 


conrig id 


i a *z a i di mo 
X4J4 X.KXUJy 


o — iriost iiib i 


XjXx5oU4 o-UXy-yX-LX-AXU 


Seq. No. 


1 QI 1 1 "3 

xyxxxo 


uontig id 


X4J4 Z.RXUoy 


o most Cibi 


XiXCOUo O UZo vX XiX D / 




£5XtH.o I A 


NCBI GI 


g308906 


BLAST score 


254 


E value 


q n oo 


Match length 


y / 


% identity 


53 


NCBI Description 


(L18909) thioredoxin [Lilium . 


beq. wo. 


1 QI 1 1 A 

xyxxx4 


uonxig id 


X4oD X.KXUoy 


d —most bbi 


LXBoU4o-U4b-yX-LX-l; J 


Seq. No. 


191115 


Contig id 


144U l.R10o9 




t TR^n^p— ni 7— ni — t i — t\a 

LlDOUfiO Ul / \lx XiX JJft 


Method 


BLASTX 


NCBI GI 


g4432866 


BLAST score 


254 


E value 


6.0e-22 


Match length 


117 



(fragment) 

711) heat shock protein 70 



25532 



% identity 


o 0 


NCBI Description 


lAC-uuooUUj putative reverse LiaiibciipLaoc [ni ajjxuupDitj 




tnanana j 


Seq. No. 


lyiiio 


contig id 


*\ A 1 Dl n^Q 




T TR^7?-01 1-P1 -K1 -H4 


ft/l y™\ ^ 


rt ACTM 


MLbl bi 


rxA n n 
g4 u dj / jU 


DiiAbi score 


a c; 


E value 


9.0e-16 


Match length 


252 


% identity 


O 0 


djudi Description 


riraJDlClOpSlo Llialldlla ori^ rZluO J_X,UIll Oll-L UiLtwounLe 




containing iximaio ana mapping near ou.o cixi/ complete 




sequence [Arabidopsis thaliana] 


Seq* No. 


i qi in 
lym / 


Contig ID 


1 A AO 1 Din*5Q 

14 4^ l.KlUoy 


3 — ITlOSt. iLOl 




Method 




NCBI GI 


gl483230 


BLAST score 


622 


E value 


y . ue do 


Match length 


lo y 


% identity 


69 


NCBI Description 


(X99654) MADS 4 protein [Betula pendula] 


Seq. No. 


1 Q1 1 1 Q 

lyiiio 


Contig ID 


-\ a a a i ni 
1444 l.R103y 


5 -most EST 


TTnon/io nc/i /*\i t i t\ a 
LIB3U4 o-Uo4-Ql-Ll-A4 


Seq. No. 


lyllly 


Contig ID 


1451 l.RlUoy 


o —most Hibi 


lil£5OU40 UZO yi lil r li 


Metnod 


DT A OT V 

rSliAb 1 A 


NCBI GI 


g4325338 


BLAST score 


680 


E value 


Q Art — 7 0 

o . ue / z 


Match length 


1/11 

141 


% identity 


87 


NCBI Description 


(AF128392) No definition line found [Arabidopsis thaliana; 


beq. no. 


i qi i on 
lyii-iU 


Contig ID 


1456 1.R1039 


5' -most EST 


g5049550 


beq. No. 


1 Q1 1 01 

lyii^; i 


Contig ID 


14 DO o.KlUoy 


S'-most EST 


LIB3048-033-Q1-L1-H8 


Seq. No. 


191122 


Contig ID 


1456 4.R1039 


5 '-most EST 


g3326693 


Method 


BLASTX 


NCBI GI 


g2213583 


BLAST score 


534 



25533 



E value 
Match length 
% identity 
NCB1 Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-72 

211 

67 

(AC000348) T7N9.3 [Arabidopsis thaliana] 
191123 

1457JL.R1039 

uC-gsronu33B036c08bl 

BLASTX 

g2772934 

564 

5.0e-58 

164 

65 

(AF030357) 
thaliana] 



C-8,7 sterol isomerase; aSIl [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



191124 

1460_1.R1039 

uC-gsflnu33B061hl2bl 

BLASTX 

g4337040 

445 

4.0e-44 

146 

66 

(AF124159) molybdopterin synthase sulphurylase [Arabidopsis 
thaliana] >gi | 4337042 | gb IAAD18051 1 (AF124160) molybdopterin 
synthase sulphurylase [Arabidopsis thaliana] 

191125 

1460_2.R1039 

LIB3272-020-P1-K1-E7 

BLASTX 

g4337040 

414 

1.0e-40 

95 
85 

(AF124159) molybdopterin synthase sulphurylase [Arabidopsis 
thaliana] >gi | 4337042 | gb IAAD18051 1 (AF124160) molybdopterin 
synthase sulphurylase [Arabidopsis thaliana] 

191126 

1463JL.R1039 

uC-gsflmaxxa001g08bl 

BLASTX 

g2529680 

1512 

1.0e-168 

360 

79 

(AC002535) putative protein disulf ide-isomerase precursor 
[Arabidopsis thaliana] 

191127 

1463 2.R1039 



25534 





LilDJX J / U JO St-- li-l- AiO 


Mpt" Vi r'lH 


RT.A9TX 


INV^Dl ol 


rrl 8 9 


BLAST score 


460 


E value 


8.0e-46 


ft/T-a o 1 ofi iT"f- Vy 

L v ia.L.cii xeriy L.I1 


loo 


9: H /Hon +■ t *H \7 




NCBI Description 


(Y11209) protein disulfide-. 




tabacum] 






frtnf ■! rr T Pi 
^OIlL.ly ±U 


14/1 1 • JMUJ -7 


c i _ mAO f TOT 1 

o mo sc. iiio i 


LltijU^o Uj / yi ill Hil 


oeq • ino • 


1 _7l 1Z J? 


UOIiLly ID 


1 A 79 1 TJin^Ci 


J iUUo L. Jju 1 






ID J_i.nO J. z\. 


NCBI GI 


g3395431 


BLAST score 


180 


E value 


/ • Uc lj 


LYiaxcn ieny tn 


1 H7 
lu / 


% identity 




JML-rSi Description 


(Auuu4ooJ; unKnown protein 


Seq. No, 


iy iiou 


uontig ilj 


14 1 o 1 . KlUoy 


o — uiost Hjo i 


T TTJ^n^Q— H9 ^— HI — T 1 — TP A 
Jj1_DOU4o UZj- yi i-il r 4 






NCBI GI 


g3668089 


BLAST score 


859 


E value 


o . ue — 


nauCn J_enyI.Il 


9 QP 


% identity 




NCBI Description 


\fiL-uu4 do / j unKnown protein 


beg. imo . 


lyiioi 


uontig ijj 


14 / 4 1 . KlUo y 


J lUuo U XZiO x 








NCBI GI 


g3236248 


BLAST score 


939 


E value 


i . ue iu i 


ixiatcn lengtn 


ZjO 


% identity 


/ 0 


NCBI Description 


v/iUUU4oo4) unjenown protein 


oeq. ino • 


1 Q1 1 *50 

iyiio-i 


uontig iu 


i Ann i di ma 

14 / / i • ki uoy 


3 lUOibX. DDI 


1)1X5014_J U 13 yi J\l EiiU 


i^le L-IIOU. 


JDijriO 1 A 


NCBI GI 

LSI V_r U J_ V_J J- 


a4164161 


BLAST score 


707 


E value 


8.0e-75 


Match length 


184 


% identity 


72 


NCBI Description 


(ABO 154 97) ethylene response 



isomerase precursor [Nicotiana 



25535 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191133 

1480JL.R1039 

LIB3197-021-Q1-M1-E12 

BLASTX 

g2494113 

1689 

0.0e+00 

403 

77 

(AC002376) Strong similarity to Musa pectate lyase 
(gb|X92943). ESTs gb|AA042458, gb|ATTS4502, gb|N38552 come 
from this gene. [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191134 

1480_4.R1039 

LIB3197-055-Q1-M1-H7 

BLASTX 

g2494113 

436 

3.0e-43 

109 

72 

(AC002376) Strong similarity to Musa pectate lyase 
(gb|X92943). ESTs gb|AA042458, gb|ATTS4502, gb|N38552 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191135 

1481_1.R1039 

LIB3048-017-Q1-L1-H6 

BLASTX 

g231811 

427 

1.0e-72 

222 
55 

CLATHRIN HEAVY CHAIN >gi | 1079060 | pir | | S52588 clathrin heavy 
chain - fruit fly (Drosophila melanogaster) 
>gi|7722|emb|CAA78507| (Z14133) clathrin heavy chain 
[Drosophila melanogaster] 



Seq. No. 

Contig ID 
5" -most EST 



191136 

1482JL.R1039 
uC-gsflnu33B128d06bl 



Seq. No. 
Contig ID 
5' -most EST 



191137 

1482_2.R1039 
LIB3165-022-P1-K1-G1 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



191138 

1484_1.R1039 

LIB304 8-034-Q1-L1-D9 

BLASTX 

gll73456 

353 

2.0e-33 
112 



25536 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

SMALL NUCLEAR RIBONUCLEOPROTEIN SM D3 (SNRNP CORE PROTEIN 
D3) (SM-D3) >gij 600750 (U15009) Sm D3 [Homo sapiens] 

191139 

1487JL.R1039 

uC-gsflnu33B072a07bl 

BLASTX 

g2398679 

2301 

0.0e+00 

529 

85 

(Y14797) 
synthase 



3-deoxy-D-arabino-heptulosonate 7 -phosphate 
[Morinda citrifolia] 



191140 

1490__1.R1039 
LIB3048-030-Q1-L1-A6 

191141 

1492JL.R1039 
LIB3048-053-Q1-L1-A11 

191142 

1497JL.R1039 

LIB3189-034-P1-K1-F2 

BLASTX 

g4539422 

793 

2.0e-93 

235 

72 

(AL049171) putative protein [Arabidopsis thaliana] 
191143 

1499JL.R1039 

uC-gsronu33B141el2bl 

BLASTX 

g3294180 

327 

9.0e-30 

333 

30 

(Z99129) 
sapiens] 



dJ425C14.2 {Placental protein DIFF33 LIKE) [Homo 



191144 

1509_1.R1039 

uC-gsflmaxxa029allbl 

BLASTX 

g3811007 

606 

5.0e-63 

122 

93 

(AB019327) NADP specific isocitrate dehydrogenase 



[Daucus 



25537 



carota] 



Seq, No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191145 

1510J..R1039 

LIB3048-042-Q1-L1-F4 

BLASTX 

g3421090 

1016 

1.0e-110 

207 

96 

(AF043525) 20S proteasome subunit PAE2 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191146 

1510_2.R1039 

LIB3196-044-P1-M1-H9 

BLASTX 

g3421090 

1154 

1.0e-127 
237 
95 

(AF043525) 
thaliana] 



20S proteasome subunit PAE2 [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191147 

1511_1.R1039 

LIB3048-021-Q1-L1-B10 

BLASTX 

g3115374 

544 

1.0e-55 

166 
66 

(AF002016) acyl CoA oxidase homolog [Cucurbita sp.] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191148 

1516JL.R1039 

LIB3147-058-Q1-K1-G4 

BLASTX 

gl70753 

793 

1.0e-84 

179 

78 

(M95819) initiation factor 
aestivum] 



(iso)4F p28 subunit [Triticum 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



191149 

1516_2.R1039 

g5045440 

BLASTX 

gl70753 

706 

1.0e-74 
158 



25538 



% identity 

NCBI Description 



78 

(M95819) initiation factor 
aestivum] 



(iso)4F p28 subunit [Triticum 



Seq. No. 
Contig ID 
5' -most EST 



191150 

1521J..R1039 
LIB3048-050-Q1-L1-A1 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191151 

1525JL.R1039 

g5045392 

BLASTX 

g2511574 

933 

1.0e-101 

198 

93 

(Y13176) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi 13421075 (AF043520) 20S proteasome subunit 
PAB1 [Arabidopsis thaliana] 



Seq. No. 


191152 


Contig ID 


1529 1.R1039 


5' -most EST 


LIB3048-020-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


g2864624 


BLAST score 


383 


E value 


6.0e-37 


Match length 


146 


% identity 


26 


NCBI Description 


(AL021811) putative protein [Arabidopsis thai. 


Seq. No. 


191153 


Contig ID 


1532 1.R1039 


5 '-most EST 


LIB3048-018-Q1-L1-E12 


Seq. No. 


191154 


Contig ID 


1533 1.R1039 


5 '-most EST 


LIB3272-058-P1-K1-E3 


Method 


BLASTX 


NCBI GI 


g4426603 


BLAST score 


511 


E value 


1.0e-.51 


Match length 


208 


% identity 


49 


NCBI Description 


(AF092092) AP-3 adaptor complex mu3A subunit 


Seq. No. 


191155 


Contig ID 


1536 1.R1039 


5 '-most EST 


LIB3135-037-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3892057 


BLAST score 


579 


E value 


6.0e-60 


Match length 


137 


% identity 


43 


NCBI Description 


(AC002330) hypothetical protein [Arabidopsis 



25539 



Seq. No. 


191156 




conrig lu 


Ijjo l.KiUjy 




o -most hoi 






Method 


BLASTX 




NCBI GI 


g2262178 




BLAST score 


149 




E value 


i . ue— uy 




Match length 


o4 




% identity 


74 




NCBI Description 


/ 7v/^ftAOOori\ wi _ j— j- j __ — i ' i . — 

(AC002iz9) putative Mlo-liice 


protein [Arabidopsis thaliana] 


Seq. No. 


191157 




Lontig id 






d -most hjbi 


uu gsr inuj jduou t uzoi 






D-UrxO 1 A 




NCBI GI 


g2498943 




BLAST score 


256 




E value 


1.0e-21 




Match length 


169 




% identity 


32 




NCBI Description 


PUTATIVE SPERMIDINE SYNTHASE 


(PUTRESCINE 



AMINOPROPYLTRANSFERASE) (SPDSY) >gi | 2129288 | pir | IB64339 
spermidine synthase (EC 2.5.1.16) - Methanococcus 
jannaschii >gi| 1591033 (U67486) spermidine synthase (speE) 
[Methanococcus jannaschii] 



Seq. No. 


191158 


Contig ID 


1550 1.R1039 


5 '-most EST 


LIB3048-018-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g3461820 


BLAST score 


226 


E value 


1.0e-18 


Match length 


61 


% identity 


62 


NCBI Description 


(AC004138) unknown protein 


Seq. No. 


191159 


Contig ID 


1551 1.R1039 


5' -most EST 


LIB3135-061-Q1-K1-B11 


Seq. No. 


191160 


Contig ID 


1554 1.R1039 


5' -most EST 


LIB3166-027-P1-K1-C5 


Method 


BLASTX 


NCBI GI 


g4235430 


BLAST score 


1547 


E value 


1.0e-173 


Match length 


419 


%. identity 


72 


NCBI Description 


(AF098458) latex-abundant ] 


Seq. No. 


191161 


Contig ID 


1567 1.R1039 


5' -most EST 


LIB3048-018-Q1-L1-H5 



[Arabidopsis thaliana] 



25540 



Seq. No. 


1 Q 1 1 CO 


Contig ID 


1593 1.R1U39 


o -most EST 


LIBoU4b-Uly-Ql-Ll-Bo 


Seq. No. 


191163 


Contig ID 


1594 1.R1Q39 


o -most kbi 


LloJU4o-Uiy-yi— Ll-r>y 


Method. 


£3ij/iO 1 A 


NCBI GI 


g2618699 


BLAST score 


423 


E value 


Z . ue-oo 


Match length 


OAT 


% identity 


0/ 


NCBI Description 


(AOUU^olU) unKnown protein [ Arabidopsis tnalianaj 


beq. No. 


1911o4 


Contig ID 


1597 1.R1039 


C f -mnn4- "Corn 

o —most Lbi 


lxboU4o— uiy-yi— Ll-Cll 


Method 


BLAblA 


NCBI Cjl 


goz4yuo4 


BLAST score 




E value 


4.0e-59 


Match length 


170 


% identity 


65 


NCBI Description 


(ACUU44/3) Strong similarity to trenalose-o-pnospnate 




synthase homolog gb 12245136 from A. thaliana chromoso] 




contig gb|Z97344. [Arabidopsis thaliana] 


Seq. No. 


lyiloo 


Contig ID 


1598 1.R1039 


5 '-most EST 


LIB3048-019-Q1-L1-C12 


Seq. No. 


191166 


Contig ID 


1606_1.R1039 


5 f -most EST 


LIB3048-019-Q1-L1-C9 


Method 


tJiuAblA 


NCBI GI 


g4468817 


BLAST score 


661 


E value 


2 . Oe-69 


Match length 


135 


% identity 


44 


NCBI Description 


(AL035601) putative protein [Arabidopsis thaliana] 


Seq. No. 


191167 


Contig ID 


1607_1 . R1039 


o -most EST 


LIBJU4o-Uly-Ql-Ll-Dl 


Method 


DT 7V O TV 
DliAb 1 A 


NCBI bl 


g44 Jzb bo 


BLAST score 


384 


E value 


4.0e-37 


Match length 


145 




d ft 


NCBI Description 


(AC006300) putative reverse transcriptase [Arabidopsi 




thaliana] 


Seq. No, 


191168 


Contig ID 


1608JL.R1039 



25541 




o -most EST 


LIBo04o-(Jly-Ql-Ll-D10 




Method 


BLASTX 




NCBI GI 


g!589913 




BLAST score 


810 




E value 


7.0e-87 




Match length 


189 




% identity 


79 




NCBI Description 


(U69694) ATP-sulfurylase precursor [Brassica oleracea 


Seq. No. 


191169 




Contig ID 


1609 1.R1039 




5 1 -most EST 


LIB3166-058-P1-K1-B8 




Method 


BLASTX 




NCBI GI 


gl769903 




BLAST score 


529 




E value 


4.0e-71 




Match length 


231 




% identity 


60 




NCBI Description 


(X95738) proline transporter 2 


[Arabidopsis thaliana] 


Seq. No. 


191170 




Contig ID 


1609 2.R1039 




5' -most EST 


LIB3166-006-P1-K1-F1 




Method 


BLASTX 




NCBI GI 


al769903 




BLAST score 


875 




E value 


2 . Oe-94 




Match length 


218 




% identity 


75 




NCBI Description 


(X95738) proline transporter 2 


[Arabidopsis thaliana] 


Seq. No. 


191171 




Contig ID 


1611 1.R1039 




5 '-most EST 


LIB3272-049-P1-K1-A9 




Seq. No. 


191172 




Contig ID 


1612 1.R1039 




5 -most EST 


LIB3048-019-Q1-L1-D3 




iXLetnoa 


BLASTX 




NCBI GI 


g4376203 




BLAST score 


468 




E value 


2.0e-46 




Match length 


189 




% identity 


44 




NCBI Description 


(U35226) putative cytochrome P- 


■450 [Nicotiana 




plumbaginifolia] 




Seq. No. 


191173 




Contig ID 


1614 1.R1039 




5 '-most EST 


LIB3146-056-Q1-K1-D10 




Method 


BLASTX 




NCBI GI 


g3763933 




BLAST score 


603 




E value 


2.0e-62 




Match length 


224 




% identity 


58 





NCBI Description (AC004450) unknown protein [Arabidopsis thaliana] 



25542 



Seq. No. 


191174 


Contig ID 


1615_1 . R1039 


5' -most EST 


LIB3197-048-Q1-M1-D6 


Method 


BLASTX 


NCBI GI 


g2894612 


BLAST score 


1529 


E . value 


1. Oe-170 


Match length 


351 


% identity 


79 


NCBI Description 


(AL021889) putative protein [Arabidopsis 


Seq. No. 


191175 


Contig ID 


1622 1.R1039 


5 '-most EST 


LIB3048-019-Q1-L1-E12 


Method 


BLASTX 


NCBI GI 


g2245070 


BLAST score 


210 


E value 


8 . 0e-28 


Match length 


95 


% identity 


68 


NCBI Description 


(Z97342) hypothetical protein [Arabidops: 


Seq. No. 


191176 


Contig ID 


1624 1.R1039 


5' -most EST 


LIB3145-016-Q1-K1-E3 


Method 


Fit t\ ft mT7 

BLASTX 


NCBI GI 


g3789917 


BLAST score 


144 


E value 


7.0e-09 


Match length 


70 


% identity 


41 


NCBI Description 


(AF084928) erythroblast macrophage prote. 




sapiens] 


Seq. No. 


191177 


Contig ID 


1624_2.R1039 


5' -most EST 


g5047326 


Method 


BLASTX 


NCBI GI 


g3885336 


BLAST score 


240 


E value 


8.0e-20 


Match length 


143 


% identity 


11 


NCBI Description 


(AC005623) receptor-like protein kinase 




thaliana] 


Seq. No. 


191178 


Contig ID 


1630_1.R1039 


5' -most EST 


LIB3048-019-Q1-L1-F1 


Method 


BLASTX 


NCBI GI 


g333S375 


BLAST score 


457 


E value 


2.0e-54 


Match length 


133 


% identity 


81 


NCBI Description 


(AC003028) putative amidase [Arabidopsis 



[Arabidopsis 



25543 



Seq. No. 


191179 


Contig ID 


1642JL.R1039 


5 T -most EST 


LlboU4o— Uiy-sjl— Ll-blU 


Seq. No. 


t a i i o a 

191180 


Contig ID 


1644 1.R1039 


r~ t j_ T-i (-% m 

5 T -most EST 


Li Bo u 4 o-uiy-yi-iii-bi^ 


Seq. No. 


191181 


Contig ID 


±04/ 1 . KJLUoy 


5 -most EST 


J_ilbo±bO — U4 4 — yi— ivi— nlZ 


Method 


BLASTX 


NCBI GI 


g!486472 


BLAST score 


1363 


E value 


1 A ^ 1 C 1 

1 . Oe-151 


Match length 


A A C 

295 


% identity 


o o 

OO 


NCBI Description 


(X99853) oxoglutarate 




tuberosum] 


Seq. No. 


*l A "1 1 A A 

191182 


Contig xu 




5' -most EST 


uC-gsflnu33B101ellbl 


Method 


BLASTX 


NCBI GI 


g2078350 


BLAST score 


1708 


E value 


0.0e+00 


Match length 


440 



[Solanum 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



78 

(U95923) 



transaldolase [Solanum tuberosum] 



191183 

1654JL.R1039 

LIB3048-019-Q1-L1-H11 

BLASTX 

gl361973 

407 

8.0e-40 

144 

62 

secA protein precursor - spinach 
191184 

1665JL.R1039 
LIB3048-020-Q1-L1-A11 



Seq. No. 
Contig ID 
5' -most EST 



191185 

1669_1.R1039 
LIB3048-020-Q1-L1-A4 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



191186 

1671J..R1039 

LIB3165-027-P1-K1-G2 

BLASTX 

gll68728 

339 



25544 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



1.0e-31 

116 

53 

CINNAMYL-ALCOHOL DEHYDROGENASE 1 (CAD) >gi 1598071 (L37883) 
cinnamyl-alcohol dehydrogenase [Arabidopsis thaliana] 

191187 

1674_1.R1039 
LIB3048-049-Q1-L1-D2 

191188 

1677_1.R1039 

LIB3048-020-Q1-L1-B12 

BLASTX 

gl31276 

953 

1.0e-103 

182 
98 

PHOTOSYSTEM II P680 CHLOROPHYLL A APOPROTEIN (CP-47 
PROTEIN) >gi| 72704 |pir | IQJNT6A photosystem II chlorophyll 
a-binding protein psbB - common tobacco chloroplast 
>gi| 11856|emb|CAA77373| (Z00044) PSII 47kD protein 
[Nicotiana tabacum] >gi | 225224 |prf| I 1211235BF photosystem 
II P680 apoprotein [Nicotiana tabacum] 



191189 

1679JL.R1039 

LIB3197-039-Q1-M1-C8 

BLASTX 

g585777 

1047 

1.0e-114 

193 

99 

GTP-BINDING NUCLEAR PROTEIN RANI >gi 1453561 
protein/TC4 protein [Solanum lycopersicum] 



(L28713) Ran 



191190 

1679_2.R1039 

LIB314 6-023-Q1-K1-H1 

BLASTX 

g2507281 

1065 

1.0e-116 

252 
81 

GTP-BINDING NUCLEAR PROTEIN RAN-2 >gi | 1668706 | emb i CAA6604 8 | 
(X97380) atran2 [Arabidopsis thaliana] 

191191 

1679_3.R1039 

LIB3147-009-Q1-K1-D8 

BLASTX 

gl710008 

302 

1.0e-27 



25545 



iyjaL.cn lengun 


7 Q 

/ y 


% identity 


7 0 


NCBI Description 


Vjlr DllNUlNo JNUUi-ibiiK rKOxiijlJN KAJNlrJ ^yl | 1j / U^U D [ eiUD | \^£\t\y o lo < 




(^/jyoUy KArJio [LiOuus japonicusj 


beq. No. 


lyiiyz 


uonrig id 


lOOO l.Kiuoy 


*J lUUO U J_jO 1 


T fl7-m -T,1 -hi n 




DXj.rt.0 X /\ 


NCBI GI 


g4510346 


BLAST score 


369 


E value 


4 . UG-jO 


L v JaLCu lenyLn 


QQ 


% identity 


*7 A 
I 4 


NCBI Description 


(AC006921) hypothetical protein [Arabidopsis thaliana] 


beq. wo. 


i y iiyj 


Lontig lu 






T T"R?97 9 — 04 Q— Pi — Kl — HR 


L ¥ iC L 11 (J Li. 


XJlxtt.0 X LM 


1NL,.D1 ^rl 


y jxZOIjj 


BLAST score 


37 


E value 


3.0e-ll 


Match length 


14 0 


% identity 




NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 




K19E1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


iy ny4 


uonrig id 


loo / 1 . KlUoy 


O — lUOSL JtiiO i 


Xj1dOU4 o — UZU~yx" J_il~ U1U 


jyjet.no a 


DliAo 1 A 


NLdI LtX 


^"377 £R c Q 

go / / ojj y 


rJiiiibi score 


OZ J 


E value 


b . ue— oU 


Match length 


72 


% identity 


81 


NCBI Description 


(ALuuoooo; ourong similarity tto gene ri4uy.zo gi|j4ozyoo 




cdc2 protein kinase homolog from A. thaliana BAC 




go | ACUuoy /u . \ho is gDjiioooo^ ana gDiciyyu/ come rroiu tms 




gene. [Arabidopsis thaliana] 


Seq. No. 


1 Q1 IOC 

lyiiyo 


Contig ID 


1701 l.RlOoy 


o -most hioi 


Xjlt5oU4o — U^U— yi~Ll— (jo 


Method 


"DT 7\ C T V 


NCBI GI 


g2443886 


BLAST score 


220 


E value 


1 . ue-1 / 


Match length 


loo 


% identity 




NCBI Description 


(AC002294) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


191196 


Contig ID 


1706 1.R1039 


5 1 -most EST 


LIB3048-022-Q1-L1-A4 


Method 


BLASTX 



25546 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2062173 
401 

4.0e-39 

138 

59 

(AC001645) 
thaliana] 



cell division protein FtsH isolog [Arabidopsis 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



191197 

1708J..R1039 

uC-gs f ImaxxaO 0 lh02bl 

BLASTX 

gl346172 

1584 

1.0e-177 

357 
88 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 
>gi 1 170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 

191198 

1708_2.R1039 

uC-gsronu33B144a08bl 

BLASTX 

gl346172 

434 

6.0e-43 

111 

77 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 

>gi 1 170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 

191199 

1708_3.R1039 

uC-gsflnu33B093fl2bl 

BLASTX 

gl346172 

284 

3.0e-25 

57 

91 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 
>gi 1 170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 

191200 

1708_4.R1039 

uC-gsflnu33B136a04bl 

BLASTX 

g729618 

374 

1.0e-35 



25547 



Match length 

% identity 

NCBI Description 



89 
82 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 2 (GRP 78-2) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 2) (BIP 
2) >gi| 82172 |pir||PQ0262 luminal binding protein BLP-2 - 
common tobacco (fragment) >gi | 100338 |pir | | S21878 heat shock 
protein BiP homolog blp2 - common tobacco (fragment) 
>gi|19807|emb|CAA42661| (X60059) luminal binding protein 
(BiP) [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191201 

1710_1.R1039 

LIB3165-047-Q1-K1-E3 

BLASTX 

g4512018 

857 

3.0e-92 

200 
81 

(AF106660) mRNA binding protein precursor [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5' -most EST 



191202 

1712_3.R1039 
LIB3146-001-P1-K2-C1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 
Method 



191203 

1716JL.R1039 

LIB3145-022-Q1-K1-H6 

BLASTX 

g322752 

334 

5.0e-31 

162 

43 

auxin-independent growth promoter 
>gi | 559921 | emb | CAA56570 | (X80301 ) 

191204 

1719_1.R1039 
LIB3048-020-Q1-L1-E7 



191205 

1723_1.R1039 

LIB3048-033-Q1-L1-D1 

BLASTX 

g3355467 

164 

2.0e-ll 

134 

31 

(AC004218) hypothetical protein 



- Nicotiana tabacum 

axi 1 [Nicotiana tabacum] 



[Arabidopsis thaliana] 



191206 

1732_1.R1039 

uC-gsronu33B147hl2bl 

BLASTX 



25548 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3023751 
444 

8.0e-57 

175 

34 

70 KD PEPTIDYLPROLYL ISOMERASE ( PEPTIDYLPROLYL CIS-TRANS 
I SOME RASE) (CYCLOPHILIN) (PPIASE) >gi | 107 6772 | pir M S5538 3 
peptidylprolyl isomerase (EC 5.2.1.8) - wheat 
>gi|854 626|emb|CAA60505| (X86903) peptidylprolyl isomerase 
[Triticum aestivum] 



Seq. No. 
Contig ID 
5' -most EST 



191207 

1733_1.R1039 
LIB3048-025-Q1-L1-G2 



Seq. No. 
Contig ID 
5' -most EST 



191208 

1737_1.R1039 
LIB3048-020-Q1-L1-G2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191209 

1747_1.R1039 

LIB3272-030-P1-K1-A1 

BLASTX 

g3451147 

808 

2.0e-86 

227 

67 

(AJ010397) chitinase [Hevea brasiliensis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191210 

1748JL.R1039 

g5046327 

BLASTX 

g3176690 

1829 

0.0e+00 

450 

78 

(AC003671) 
cerevisiae 



Similar to ubiquitin ligase gb|D63905 from S. 
EST gb[R65295 comes from this gene. 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191211 

1751_1.R1039 

uC-gsronu33B159cllbl 

BLASTX 

g2894599 

775 

1.0e-82 

223 
70 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



191212 

1751_2.R1039 
LIB3048-036-Q1-L1-F4 



25549 



Method 


BLASTX 


NCBI GI 


g2894599 


BLAST score 


524 


E value 


2 . 0e-53 


Match length 


10b 


% identity 


85 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 


Seq. No. 


191213 


Contig ID 


1751__3.R1039 


5 1 -most EST 


LIB3272-048-P1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2894599 


BLAST score 


563 


E value 


5. Oe-58 


Match length 


122 


% identity 


81 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 


Seq. No. 


191214 


Contig ID 


1751_4 .R1039 


5 '-most EST 


LIB31 65-014 -P1-K1-F4 


Method 


BLASTX 


NCBI GI 


g2894599 


BLAST score 


517 


E value 


1. Oe-52 


Match length 


108 


% identity 


83 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 


Seq. No. 


191215 


Contig ID 


1759_1.R1039 


5' -most EST 


LIB3048-021-Q1-L1-A11 


Method 


BLASTN 


NCBI GI 


g4220643 


BLAST score 


39 


E value 


2.0e-12 


Match length 


121 


% identity 


92 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MWD22, complete sequence [Arabidopsis thaliana] 


Seq. No. 


191216 


Contig ID 


1768 1.R1039 


5" -most EST 


LIB3048-021-Q1-L1-B12 


Method 


TUT TV OrpV 

BLASTX 


NCBI GI 


gl30582 


BLAST score 


476 


E value 


7.0e-48 


Match length 


140 


% identity 


64 



NCBI Description 



RETROVIRUS -RELATED POL POLYPROTEIN FROM TRANSPOSON TNT 1-94 
[CONTAINS: PROTEASE ; REVERSE TRANSCRIPTASE ; ENDONUCLEASE] 
>gi|100342|pir||S04273 hypothetical protein - common 
tobacco >gi|20045|emb|CAA32025| (X13777) ORF [Nicotiana 
tabacum] 



25550 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191217 

1775_1.R1039 

LIB3048-021-Q1-L1-C1 

BLASTX 

g2897942 

267 

4.0e-23 

165 

37 

(AF003938) thioredoxin-like protein [Homo sapiens] 

>gi 1 2961254 (AF051896) thioredoxin homolog [Homo sapiens] 

>gi 1 2970689 (AF052659) thioredoxin-related protein [Homo 

sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191218 

1790_1.R1039 

LIB3048-053-Q1-L1-E10 

BLASTX 

g3377848 

412 

3.0e-40 

144 

56 

(AF076274) contains similarity to reverse transcriptases 
(Pfam: rvt.hmm, score: 12.22) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191219 

1800JL.R1039 

LIB3048-043-Q1-L2-B5 

BLASTX 

g99809 

1308 

1.0e-145 

326 

72 

gene BplO protein - rape >gi | 17795 | emb | CAA47 177 | (X66608) 
Bplo [Brassica napus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191220 

1808_1.R1039 

LIB3048-021-Q1-L1-F11 

BLASTX 

gl361311 

171 

4.0e-12 

73 

47 

CMP-2-keto-3-deoxyoctulosonic acid synthetase homolog - 
Chlamydia trachomatis >gi 1557478 (U15192) 
CMP-2-keto-3-deoxyoctulosonic acid synthetase [Chlamydia 
trachomatis] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



191221 

1809_1.R1039 

LIB3147-031-Q1-K1-G7 

BLASTX 

g4467145 



25551 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



618 

3.0e-64 

140 

83 

(AL035540) f arnesylated protein (ATFP6) 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



191222 

1817_1.R1039 

LIB3189-014-P1-K1-B9 

BLASTX 

g3980380 

386 

3.0e-37 

86 
91 

(AC004561) putative enolase [Arabidopsis thaliana] 
191223 

1819_1.R1039 
LIB3048-021-Q1-L1-G11 



Seq. No. 
Contig ID 
5' -most EST 



191224 

1820_1.R1039 
LIB3048-021-Q1-L1-G12 



Seq. No. 
Contig ID 
5 '-most EST 



191225 

1820_2.R1039 
LIB3148-038-Q1-K1-B8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191226 

1821_1.R1039 

LIB3048-021-Q1-L1-G3 

BLASTX 

g4240207 

191 

2.0e-14 

128 
38 

(AB020666) KIAA0859 protein [Homo sapiens] 
191227 

1826_1.R1039 

LIB3272-042-P1-K1-A4 

BLASTX 

g4457221 

208 

4.0e-16 

71 

58 

(AF127797) putative bZIP DNA-binding protein [Capsicum 
chinense] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



191228 

1835_1.R1039 

LIB3048-021-Q1-L1-H9 

BLASTX 



25552 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



gll76658 
351 

1.0e-32 

157 

46 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi 1726363 (U23168) No definition line found 
[Caenorhabditis elegans] 

191229 

1841_1.R1039 
LIB3048-022-Q1-L1-A3 

191230 

1853_2.R1039 

LIB3048-022-Q1-L1-B3 

BLASTX 

g2465923 - 

186 

2.0e-14 

127 

16 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

191231 

1854_1.R1039 

LIB3197-034-Q1-M1-E9 

BLASTX 

g584825 

757 

4.0e-80 

152 

91 

B2 PROTEIN >gi|322726|pir| IS32124 B2 protein - carrot 
>gi|297889|emb|CAA51078| (X72385) B2 protein [Daucus 
carota] 

191232 

1885_1.R1039 

LIB3189-016-P1-K1-E4 

BLASTX 

g3687237 

860 

2.0e-92 

340 

53 

(AC005169) putative Cys3His zinc-finger protein 
[Arabidopsis thaliana] 

191233 

1905JL.R1039 

LIB3048-022-Q1-L1-G1 

BLASTX 

gl931650 

144 

6.0e-09 



25553 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 

34 ^~ 
(U95973) disease resistance ip 
[Arabidopsis thaliana] 



ein RPM1, isolog 



191234 

1925_1.R1039 

uC-gsronu33B129allbl 

BLASTX 

g4566614 

554 

1.0e-56 

137 
78 

(AF112887) actin depolymerizing factor 
Populus tremula] 

191235 

1938JL.R1039 

uC-gsflnu33B131c!0bl 

BLASTX 

g4454051 

449 

2.0e-44 

164 

53 

(AL035394) 
thaliana] 



[Populus alba x 



putative polygalacturonase [Arabidopsis 



Seq. No. 


191236 




Contig ID 


1940 1.R1039 




5 f -most EST 


LIB3048-023-Q1- 


-Ll-Cl 


Seq. No. 


191237 




Contig ID 


1947 1.R1039 




5 '-most EST 


LIB3272-055-P1- 


-K1-D4 


Method 


BLASTX 




NCBI GI 


g927428 




BLAST score 


414 




E value 


2.0e-40 




Match length 


121 




% identity 


69 




NCBI Description 


(X86733) fisl 


[Linura i 


Seq. No. 


191238 




Contig ID 


1950 1.R1039 




5 T -most EST 


LIB3048-026-Q1- 


-L1-A5 


Method 


BLASTX 




NCBI GI 


g3540200 




BLAST score 


217 




E value 


2.0e-17 




Match length 


84 




% identity 


51 




NCBI Description 


(AC004260) Similar to 


Seq. No. 


191239 




Contig ID 


1958JL.R1039 





[Arabidopsis thaliana] 



25554 



rr | _ _ j_ T-i ri rn 

D -ItlOSt EbT 


li±noU4 o — UZ o— yi —lil— to 


Method - 


"DT 7\ OfV 

bLAbiA 


NCBI GI 


g4olzooo 


BLAST score 


408 


E value 


1.0e-39 


Match length 


185 


% identity 




NCBI Description 


(AUUUoyoX; nypoiine cicai proucin axjitiupoib Liia.-Lxcuicij 




\*# a 1 a c c qoo c | ^.w 1 T\7\r\0D Qfi 7 1 1 apnmflP7 £ /&PPin7fift7^ 
->gi [ 4 jjjjZO 1 gD 1 iirijJZZ JO / . 1 j nLU U / U 0 / O / \JO f ) 




hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


191240 


Contig ID 


1961 1.R1039 


o -most bbi 


uL-gsrimaxxauDieu4Di 


Method 


BJjAo 1a 


NCBI GI 


g4455199 


BLAST score 


419 


E value 


4 . ue— 4 1 


Match length 


11U 


% identity 


79 


NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


191241 


Contig ID 


1965 1.R1039 


5' -most EST 


LIBil6o-u02-Ql-Kl-Hlz 


Method 


BLASTX 


NCBI GI 


g3193330 


BLAST score 


470 


E value 


1.0e-46 


Match length 


194 


% identity 


54 


NCBI Description 


(AF069299) contains similarity to Medicago sativa corC 




(GB:L22305) [Arabidopsis thaliana] 


Seq. No. 


191242 


Contig ID 


1977_1.R1039 


5 1 -most EST 


g3326835 


Method 


BLASTX 


NCBI GI 


g3643608 


BLAST score 


303 


E value 


7 . 0e-27 


Match length 


233 


% identity 


34 


NCBI Description 


(AC005395) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


191243 


Contig ID 


1977_2 .R1039 


5 '-most EST 


LIBJIdo-023-PI-KI-BJ 


Method 


nj 7\ r* rpVT 

BLAoiN 


NLbl bl 


g44 io yuo 


BLAST score 


41 


E value 


2.0e-13 


Match length 


253 


% identity 


79 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F13K3 genomic 



sequence, complete sequence [Arabidopsis thaliana] 



25555 



Seq. No. 
Contig ID 
5 ''-most EST 



191244 

1978_1.R1039^ 
LIB3166-033-&1-K1-A3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191245 

1979_1.R1039 

LIB3048-041-Q1-L1-B8 

BLASTX 

g3047114 

634 

6.0e-66 

254 

48 

(AF058 919) No definition line found [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



191246 

1980_1.R1039 
LIB3166-039-P1-K1-D6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191247 

1995_1.R1039 

LIB3166-030-P1-K1-B10 

BLASTX 

g2583123 

1074 

1.0e-117 
268 
76 

(AC002387) 
thaliana] 



putative nucleotide sugar epimerase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191248 

2000_1.R1039 

LIB318 9-018-P1-K1-C2 

BLASTN 

g4538895 

43 

8.0e-15 

119 

84 

Arabidopsis thaliana DNA chromosome 4, 
(ESSA project) 



BAC clone F17A8 



Seq. No. 
Contig ID 
5 '-most EST 



191249 

2005_1.R1039 
LIB3197-023-Q1-M1-G8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191250 

2006JL.R1039 

LIB3166-007-P1-K1-G12 

BLASTX 

g2058313 

698 

1.0e-73 

158 

84 

(X97433) cinnamoyl-CoA reductase [Eucalyptus gunnii] 



25556 



Seq. No. 


191251 


Contig ID 


o r> n c o di non 
zUUo Z.HlUoy 


o'-most EST 


uC-gsrlnuooBUzyguyjDl 


Method 


BLASTX 


NCBI GI 


g2960364 


BLAST score 


1046 


E value 


-1 ft* 1 T A 

1 . ue-114 


Match length 


o o o 


% identity 


88 


NCBI Description 


(AJ224986) cinnamoyl CoA i 




subsp. trichocarpa] 


Seq. No. 


191252 


Contig ID 


2009_1.R1039 


5 1 -most EST 


LIB3048-024-Q1-L1-D2 


Seq. No. 


191253 


Contig ID 


2016_1.R1039 


5 1 -most EST 


LIB3189-040-P1-K1-B9 


Seq. No. 


191254 


Contig ID 


2021 1.R1039 


5 '-most EST 


LIB3048-024-Q1-L1-E7 


Method 


BLASTX 


NCBI GI 


g!946359 


BLAST score 


363 


E value 


1.0e-34 


Match length 


123 


% identity 


57 


NCBI Description 


(U93215) unknown protein 


Seq. No. 


191255 


Contig ID 


2024 1.R1039 


5 -most EST 


LIB3048-G24-Q1-L1-F2 


Seq. No. 


191256 


Contig ID 


2026_1.R1039 


5 -most EST 


uC-gsronu33Blooe01b2 


Method 


BLASTX 


NCBI GI 


g543905 


BLAST score 


1058 


E value 


1. Oe-125 


Match length 


260 


% identity 


82 


NCBI Description 


BRASSINOSTEROID-REGULATED 




brassinosteroid-regulated 


Seq. No. 


191257 


Contig ID 


2026_3.R1039 


3 -most 1 


Liriol4 / — (Job— yi— i\l-H4 


Method 


BLASTX 


NCBI GI 


g543905 


BLAST score 


515 


E value 


5.0e-89 


Match length 


194 


% identity 


84 



[Populus balsamifera 



[Arabidopsis thaliana] 



BRU1 >gi | 347459 
[Glycine max] 



(L22162) 



25557 



NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



BRASSINOSTEROID-REGULATED PROTEIN BRU1 >gi 1347459 (L22162) 
brassinosteroid-regulated protein [Glycine max] 

191258 

2026_4.R1039 

LIB3272-020-P1-K1-B3 

BLASTX 

g2129772 

299 

5.0e-27 

90 

63 

xyloglucan endotransglycosylase-related protein XTR-7 - 
Arabidopsis thaliana >gi 11244760 (U43489) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 

191259 

2027JL.R1039 

LIB3135-003-Q1-K1-A7 

BLASTX 

g478389 

366 

5.0e-39 

128 

65 

peroxidase -{EC 1.11.1.7) precursor, anionic - Japanese 
aspen x large-toothed aspen >gi | 217997 | dbj | BAAO 1877 | 
(D11102) peroxidase [Populus kitakamiensis] 
>gi|444801|prf || 1908234A anionic peroxidase [Populus 
kitakamiensis ] 

191260 

2029JL.R1039 

LIB3135-018-Q1-K1-C9 

BLASTX 

g300265 

989 

1.0e-108 

229 

89 

HSP68=68 kda heat-stress DnaK homolog [Lycopersicon 
peruvianum= tomatoes, Peptide Mitochondrial Partial, 580 aa] 

191261 

2032JL.R1039 

LIB3048-024-Q1-L1-G5 

BLASTX 

g4530126 

144 

6.0e-09 

67 

42 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

191262 

2035 1.R1039 



25558 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



LIB3145-017-Q1-K1-E1 . 

BLASTX 

g4337195 

1545 

1.0e-172 

359 

83 

(AC006403) putative protein kinase [Arabidopsis thaliana] 
191263 

2036_1.R1039 
LIB3048-052-Q1-L1-A8 

191264 

2042_1.R1039 

g5044597 

BLASTX 

gl071912 

725 

9.0e-77 

228 
68 

cysteine synthase (EC 4.2.99.8) cpACSl - Arabidopsis 
thaliana >gi I 572517 | emb| CAA57344 I (X81698) cysteine 
synthase [Arabidopsis thaliana] 

191265 

2046_1.R1039 

g5049257 
BLASTX 
g4567095 
719 

4.0e-76 

181 
72 

(AF129516) fertilization-independent endosperm protein 
[Arabidopsis thaliana] 

191266 

2048_1.R1039 

g5046346 

BLASTX 

g4567260 

814 

3.0e-87 

199 

76 

(ACO 06841) putative NADPH dependent mannose 6-phosphate 
reductase [Arabidopsis thaliana] 

191267 

2050_1.R1039 

LIB3048-025-Q1-L1-A7 

BLASTX 

gl871192 

555 

7.0e-57 



25559 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



218 
62 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 

191268 

2052_1.R1039 

LIB3048-034-Q1-L1-B2 

BLASTX 

g3892055 

461 

5.0e-46 

133 

69 

(AC002330) putative transport protein [Arabidopsis 
thaliana] 

191269 

2052_4.R1039 

LIB314 6-023-Q1-K1-G4 



Seq. No. 
Contig ID 
5' -most EST 



191270 

2052_6.R1039 
LIB3147-001-Q1-K1-C4 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191271 

2052_8.R1039 
LIB3146-025-Q1-K2-F2 

191272 

2053JL.R1039 
LIB3048-025-Q1-L1-B11 

191273 

2060JL.R1039 

LIB3189-047-P1-K1-E4 

BLASTX 

g3617741 

955 

1.0e-103 

224 

81 

(AC005687) L3 cytoplasmic ribosomal protein [Arabidopsis 
thaliana] 

191274 

2062_1.R1039 

LIB3048-025-Q1-L1-G8 

BLASTX 

g3763933 

214 

3.0e-17 

68 

63 

(AC004450) unknown protein [Arabidopsis thaliana] 



Seq. No. 



191275 



25560 




Contig ID 


on £*3 i d i n "50 
zUOj I.KIUO:? 


d — most iLoi 


Li-LBoU ft O J yl ill 


Tifi/-\ 4" /*j 

jyie tnoa 


Jt3J_irio 1 A 


NCBI GI 


gz 4 yozU y 


BLAST score 


ooi 


E value 


2.0e-36 


Match length 


108 


% identity 


CO 

oz 


NCBI Description 


n I JrUl rl£j 1 Iv^riiJ 1Z . _7 J\]J trfSSJL ILX1N O-UlN.1 4 J. / 


>gi 1 iboloiy l QDJ I b/\/iiD /4o i ^ijyuyuu; nypoLaeticai prui-eiii 




[Synechocystis sp.] 


Seq. No. 


i qi on c 
iyiz / d 


Contig ID 


zOoy i.Riujy 


o —most HjoI 


t Tmnyi Q — no R_ni — t i — ha 


Metnoa 




NCBI GI 


g3738319 


BLAST score 


590 


E value 


o . ue— oi 


Match length 


131 


% identity 


Q 1 


NCBI Description 


(ALUUoi/u) nypotneticai protein [firaDiaopsis unaiidridj 


Seq. No. 


iyiz / / 


Contig ID 


2076 1.R1039 


o -most EST 


LIBoz / z-Uzz-ri-i\l-r z 


Method 


T> T 7\ O rpv 

BLASTX 


NCBI GI 


g3080424 


BLAST score 


1508 


E value 


1.0e-168 


Match length 


34 0 


■6 identity 


Q yf 
o4 


NCBI Description 


(AL022604) NAD+ dependent isocitrate dehydrogenase subunit 




1 [Arabidopsis thaliana] 


Seq. No. 


lyiz /O 


Contig ID 


2077_1.R1039 


5' -most EST 


LIB3048-025-Q1-L1-D11 


Seq. No. 


191279 


Contig ID 


2078__1. R1039 


o -most hjOl 


T T 15*31 Q7_n*5/i — ril _M1 _7\1 1 

Lilrioiy / — U j4 — yi JXll All 


Metnoa 




NCBI GI 


gl841464 


BLAST score 


317 


E value 


4 . ue-zy 


Match length 


ol 


% identity 


47 


NCBI Description 


(Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 


Seq. No. 


191280 


Contig ID 


2079 1.R1039 


5 '-most EST 


LIB3048-025-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


g3122914 


BLAST score 


792 


E value 


2.0e-84 



25561 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



256 
59 

VALYL-TRNA SYNTHETASE (VALINE — TRNA LIGASE) (VALRS) 
>gi 1 1890130 (U89986) valyl tRNA synthetase [Arabidopsi 
thaliana] 

191281 

2080_1.R1039 

LIB3083-015-Q1-L2-H12 

BLASTX 

g2864609 

238 

4.0e-42 

168 

55 

(AL021811) putative protein [Arabidopsis thaliana] 
>gi 14049337 | emb | CAA22562 | (AL034567) putative protein 
[Arabidopsis thaliana] 

191282 

2087_1.R3.039 
LIB3048-025-Q1-L1-E1 

191283 

2094_1.R1039 

uC- gs f lmaxxa 001g03bl 

BLASTX 

g2739044 

653 

2.0e-68 

170 

69 

(AF024651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 

191284 

2111_1.R1039 

LIB3048-025-Q1-L1-G1 

BLASTX 

g3953467 

664 

1.0e-69 

149 

43 

(AC002328) F20N2.12 [Arabidopsis thaliana] 
191285 

2118_1.R1039 
LIB3048-025-Q1-L1-G5 

191286 

2126_1.R1039 
LIB3048-025-Q1-L1-H12 

191287 

2128JL.R1039 
LIB3048-025-Q1-L1-H3 



25562 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4490330 

2157 

0.0e+00 

458 

87 

(AL035656) 
thaliana] 



splicing factor-like protein [Arabidopsis 



191288 

2132_1.R1039 

LIB3189-042-P1-K1-F2 

BLASTX 

gll6343 

483 

5.0e-48 

251 

39 

BASIC ENDOCHITINASE PRECURSOR 
191289 

2144JL.R1039 
LIB3048-026-Q1-L1-A8 

191290 

2148JL.R1039 

LIB3048-026-Q1-L1-B11 

BLASTX 

g2252830 

240 

3.0e-20 

80 

61 

(AF013293) weak similarity to receptor protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


191291 


Contig ID 


2153 1.R1039 


5 '-most EST 


LIB3166-045-P1-K1-D12 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


567 


E value 


3.0e-58 


Match length 


160 


% identity 


71 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


Seq. No. 


191292 


Contig ID 


2168 1.R1039 


5' -most EST 


LIB3272-022-P1-K1-D9 


Method 


BLASTX 


NCBI GI 


gl840045 


BLAST score 


177 


E value 


2.0e-12 


Match length 


169 


% identity 


30 


NCBI Description 


(U4 9082) transporter protein [Homo sapiens] 



25563 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. . 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191293 

2168_2.R1039 
uC-gsflnu33B037b06bl 

191294 

2175JL.R1039 

LIB3149-053-Q1-K1-D3 

BLASTX 

g3790102 

1635 

0.0e+00 

341 

92 

(AF095521) pyrophosphate-dependent phosphof ructokinase 
alpha subunit [Citrus X paradisi] 

191295 

2175_2.R1039 

LIB3048-026-Q1-L1-D6 

BLASTX 

g2499488 

1012 

1.0e-110 

206 
90 

PYROPHOSPHATE—FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
ALPHA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE)} 
(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi|483547|emb|CAA83682| (Z32849) 
pyrophosphate-dependent phosphof ructokinase alpha subunit 
[Ricinus communis] 

191296 

2183JL.R1039 

g3326570 

BLASTX 

gl362066 

806 

5.0e-93 

199 

89 

small GTP-binding protein - garden pea 

>gi|871510|emb|CAA90080| (Z4 9900) small GTP-binding protein 
[Pisum sativum] 



Seq. No. 

Contig ID 

■5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191297 

2195_1.R1039 

LIB3048-026-Q1-L1-F3 

BLASTX 

g3033377 

201 

1.0e-15 

98 

44 

(AC004238) 
thaliana] 



putative berberine bridge enzyme [Arabidopsis 



25564 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191298 

2204JL.R1039 
LIB3149-023-Q1-K1-E12 

191299 

2208_1.R1039 

LIB3048-026-Q1-L1-G5 

BLASTX 

g3687230 

479 

3.0e-48 

132 
72 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
191300 

2211JL.R1039 

uC-gs f lmaxxa 0 4 ObO lbl 

BLASTX 

g4388533 

393 

7.0e-38 

85 

93 

(Y15178) Fl-ATP synthase, beta subunit [Sorghum bicolor] 
191301 

2219JL.R1039 

g5046386 

BLASTX 

g3219912 

157 

4.0e-14 

144 

32 

HYPOTHETICAL 38.1 KD PROTEIN C2F12.15C IN CHROMOSOME II 
>gi 1 2239244 | emb | CAB10162 | (Z97211) hypothetical protein 
[Schizosaccharomyces pombe] 

191302 

2234JL.R1039 

LIB3048-027-Q1-L1-A7 

BLASTX 

g3790587 

518 

8.0e-53 

131 

73 

(AF079182) 
thaliana] 



RING-H2 finger protein RHF2a [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



191303 

2241_1.R1039 

LIB3048-053-Q1-L1-F4 

BLASTX 

g4455225 



25565 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



736 

3.0e-78 

163 

78 

(AL035440) putative protein [Arabidopsis thaliana] 
191304 

2242_1.R1039 

g3325893 

BLASTX 

g3600060 

233 

2.0e-21 

94 

59 

(AF080120) contains similarity to protein kinases (Pfam: 
pkinase.hmm, score: 24.94) [Arabidopsis thaliana] 

191305 

2243_1.R1039 
LIB3272-019-P1-K1-C4 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191306 

2247_1.R1039 

LIB3048-027-Q1-L1-B8 

BLASTX 

g3426037 

311 

2.0e-28 

122 

28 

(AC005168) 
thaliana] 



putative ABC transporter protein [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



191307 

2248_1.R1039 

LIB3048-027-Q1-L1-C1 

BLASTX 

gl30828 

394 

3.0e-38 

122 

65 

PATHOGENES I S -RELATED PROTEIN 1C PRECURSOR (PR-1C) 
>gi|2119762 |pir| IC24620 pathogenesis-related protein 1c 
precursor - common tobacco >gi | 19958 | emb | CAA35666 ! (X17681) 
pathogenesis-related protein lb (AA 1-168) [Nicotiana 
tabacum] 

191308 

2249__1.R1039 

uC-gsronu33B002el2bl 

BLASTX 

gl304227 

509 

1.0e-51 
140 



25566 



% identity 

NCBI Descriptipji 



Seq. No* 

Contig ID 

5 '-most EST 

Method " 

NCBI GI. 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

(D63781) Epoxide hydrolase [Glycine max] 

>gi I 2764804 1 emb |CAA55293| (X78547) epoxide hydrolase 

[Glycine max] 

191309 

2252_1.R1039 

LIB3189-003-P1-K1-G11 

BLASTX 

gl26894 

468 

9.0e-47 

113 

83 

MALATE DEHYDROGENASE, GLYOXYSOMAL PRECURSOR 
>gi|319832Ipir| IDEPUGW malate dehydrogenase (EC 1.1.1.37) 
precursor, glyoxysomal - watermelon >gi| 167284 (M33148) 
glyoxysomal malate dehydrogenase precursor (EC 1.1.1.37) 
[Citrullus vulgaris] 



Seq. No. 


191310 


Contig ID 


2253 1.R1039 


5' -most EST 


LIB3048-027-Q1-L1-C3 


Method 


BLASTX 


NCBI GI 


gl255951 


BLAST score 


472 


E value 


2.0e-47 


Match length 


113 


% identity 


78 


NCBI Description 


(X96932) PS60 [Nicotiana tabacum] 


Seq. No. 


191311 


Contig ID 


2259 1.R1039 


5' -most EST 


LIB3120-024-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2961372 


BLAST score 


1238 


E value 


1.0e-136 


Match length 


238 


% identity 


95 


NCBI Description 


(AL022141) putative ribosomal prot 




thaliana] >gi | 3036817 I emb | CAA185 07 




protein L2 [Arabidopsis thaliana] 


Seq. No. 


191312 


Contig ID 


2259 2.R1039 


5 '-most EST 


LIB3165-028-P1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2961372 


BLAST score 


1274 


E value 


1.0e-141^ 


Match length 


249 


% identity 


93 



NCBI Description 



(AL022141) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi | 3036817 | emb | CAA18507 | (AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 



25567 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191313 

2259_3.R1039 

LIB3149-002-P1-K2-C6 

BLASTX 

g4406816 

189 

3.0e-14 

38 
92 

(AC006201) 60S ribosomal protein L2 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191314 

2267JL.R1039 

LIB3165-060-Q1-K1-F12 

BLASTX 

g729668 

361 

3.0e-34 

109 
70 

HISTONE HI >gi|2147479|pir||S65059 histone HI, 
drought-inducible - Lycopersicon pennellii >gi 1436823 
(U01890) Solanum pennellii histone HI [Solanum pennellii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191315 

2288_1.R1039 

LIB3048-027-Q1-L1-F3 

BLASTX 

g2388585 

388 

2.0e-73 

215 

75 

(AC000098) Similar to Caenorhabditis unknown protein 
T03F1.1 (gb|U88169). [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191316 

2297JL.R1039 

LIB3083-006-Q1-L1-H9 

BLASTX 

g2286153 

1527 

1.0e-170 

331 

89 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191317 

2297_3.R1039 

LIB3189-052-P1-K1-D5 

BLASTX 

g2286153 

527 

7.0e-54 

109 

96 

(AF007581) cytoplasmic malate dehydrogenase [Zea mays] 



25568 



Seq. No. 


191318 


contig id 


zou / 1 . KlUoy 


5 -most EST 


LIBoU4o-UoU-yi— LI— Dl 


Method 


BLASTX 


NCBI GI 


g4263709 


BLAST score 


202 


E value 


8.0e-16 


Match length 


48 


% identity 


73 


NCBI Description 


(ACU0622o) unknown protein LArabiaopsis tnalianaj 


Seq. No. 


' 191319 


Contig ID 


2309 l.RlOoy 


5 '-most EST 


LIB3048-029-Q1-L1-C6 


Method 


BLASTX 


NCBI GI 


g2316016 


BLAST score 


356 


E value 


8 . Oe-34 


Match length 


125 


% identity 


31 


NCBI Description 


(U92650) MRP-like ABC transporter [Arabidopsis thaliana] 


Seq. No. 


191320 


Contig ID 


2310_1.R1039 


5' -most EST 


LIB3146-051-Q1-K1-E10 


Seq. No. 


191321 


Contig ID 


2310_3.R1039 


5 '-most EST 


LIB3048-042-Q1-L1-E12 


Seq. No. 


191322 


Contig ID 


2311_1.R1039 


5 ' -most EST 


LIB3048-027-Q1-L1-H3 


Method 


BLASTX 


NCBI GI 


g2462756 


BLAST score 


443 


E value 


5.0e-44 


Match length 


136 


% identity 


68 


NCBI Description 


(AC002292) putative receptor kinase [Arabidopsis thaliana 


Seq. No. 


191323 


Contig ID 


2316__1.R1039 


5 -most EST 


LIB304 8-027-Q1-L1-H9 


Method 


BLASTX 


NCBI GI 


g2213619 


BLAST score 


258 


E value 


6.0e-22 


Match length 


159 


% identity 


41 


NCBI Description 


(AC000103) F21J9.14 [Arabidopsis thaliana] 


Seq. No. 


191324 


Contig ID 


2321 1.R1039 


5' -most EST 


LIB3048-054-Q1-L1-F2 


Method 


BLASTX 



25569 




NCBI GI 


g3264767 


BLAST score 


258 A 


Hi VaXUt 


__ • Uc ____ 




1 JO 


% identity 


A 1 
4 1 


NL/Di Description 


l/_.ru/ioyjj ArZ domain containing protein Lrrunus ariueniaca 


beq. no. 


i y lozo 


uontig id 


__ _5____ __ . kiu _>y 


•J iUObt. I_D 1 


T TR*31 A r— n_i 6— m -K1 — R*3 

LlDJlri J U ft O yl J\l Dj 


IMC: Uinjvj. 


RT.A^TY 


NCBI GI 


g2648032 


BLAST score 


808 


Hi valUc 


1< UC J- -1 -- 


Match length. 


ZOO 




fl9 


NCBI Description 


(AJ001374) alpha-glucosidase [Solanuiu tuberosum] 


beq. wo. 




Lonuig id 


iOoU i.Kiujy 


0 IuOS L Hibl 


ul gsiinujjDiZDDuyDX 




O J_i.tt.k_J i. _\ 


NCBI GI 


g4580575 


BLAST score 


600 


E value 


__ . ue — o__ 


Match length 


100 


% identity 


I 6. 


NCBI Description 


(AFUo-cl/o) auxin response ractor y LAraDidopsis rriaiianaj 


beq. No. 


1 Q1 'SOT 


Contig ID 


l.Riuoy 


D _UtJ.bC. HjDI 


t TR^n_ft- D9 8— r»i — t 1 — r*^ 

IilDsJUi 0 U-0 yl JjI DO 




RT flQTY 
D Lir\0 1 A 


NCBI GI 


g2194118 


BLAST score 


202 


E value 


y • ue~io 


i v iat.cn lengun 


y / 


% identity 


a n 


NCBI Description 


tACUuzUo-dy r__Uro.4 gene product [AraDiaopsis tnaiianaj 


beq. no. 


1 Q1 'JOQ 

lyuzo 


oonrig iu 


___S40 LRlUoy 


O IEOSU Hjbl 


t TTa^inA Q — nop- ni — t i — r*i i 




ol-iOlA 


INoOl 1_j1 




BLAST score 


292 


E value 


3.0e-26 


Match length 




% identity 


by 


NCBI Description 


(AF024504) contains similarity to prolyl 4-hydroxylase 




alpha subunit [Arabidopsis thaliana] 


Seq. No. 


191329 


Contig ID 


2342 1.R1039 


5' -most EST 


LIB3272-016-P1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3128209 



25570 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



659 

4.0e-69 

169 

39 

(AC004077) unknown protein [Arabidopsis thaliana] 
191330 

2343JL.R1039 

LIB3048-043-Q1-L2-C8 

BLASTX 

g2943792 

1162 

1.0e-128 

272 

76 

(AB006809) PV72 [Cucurbita sp. ] 
191331 

2345_1.R1039 

LIB3197-053-Q1-M1-H5 

BLASTX 

g2462762 

818 

2.0e-88 

281 

63 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

191332 

2345_2.R1039 

LIB3165-048-Q1-K1-G9 

BLASTX 

g2462762 

482 

3.0e-60 

193 

65 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 

191333 

2350_1.R1039 

LIB3048-028-Q1-L1-D10 

BLASTX 

g4337189 

662 

2.0e-69 

187 

70 

(AC006403) 
thaliana] 



putative calmodulin-binding protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 



191334 

2351JL.R1039 

LIB3272-045-P1-K1-D1 

BLASTX 



25571 



NCBI GI 


gll99778 




BLAST score 


566 




E value 


f± • Uc D 0 




L w lclLL-ii Xtsliy Lll 


170 
X / KJ 




% luentity 


D / 




NCBI Description 


^uoozzoj peroxiaase [ropuius 


nigra] 


OcCJ • LNQ • 


1 Q1 




uoiiLig iu 


ZjJl Z.I\XUO^ 




S f — Tnn<?t- 

*J ILIV^ O L i—iO ± 


nr-fr^rnnn^^Rl 71 ?h1 




IMC L11VJ vi. 


RT.A^TX 




NHRT (IT 


rrl ?7QfiS4 
yx^. / juji 




BLAST score 


971 




E value 


1.0e-105 






zoo 






74 




NCBI Description 


(X97351) peroxidase [Populus 


balsamif t. 




trichocarpa] 






1 Q 1 -5^^ 




^oiiLxy xu 








T miT\A Q — fl^Q—ril _T 1 —"CI C\ 

JjIdju 4 o Ujy yi Li~ciiu 




beg, jno. 


lyxoo / 




uonrig id 


ZOO 4 x.Kiuoy 




0 IuOST- Hjpl 


xjXjdoXZvJ UZft yi ]\1 m 




lV/T/?\ V> /"s 

i*ie cnou. 


JDXiin.b 1 A 




NCBI GI 


g2244792 




BLAST score 


1832 




TT* TT mill 


0.0e+00 




L v iciT,CIl xeiiyL.Il 


406 




% identity 


83 




NCBI Description 


(Z97336) ankyrin homolog [Arabidopsis 


beg. wo. 


191338 




uontig id 


2358 1.R1039 




C. 1 _-m/^c!-h 17 C T 1 
D ZUUb L Hol 


LIB3048-052-Q1-L1-A11 




rlC LIlvJU. 


BLASTN 




MPDT (IT 
LNLyDX vjX 


gl658192 




BLAST score 


39 




E value 


2.0e-12 




lyidtcn xeny lu 


171 




t /"i /"\ *f* *i 4™ * r 

% luenLiLy 


81 




NCBI Description 


Sorghum bicolor obtusifoliol 


14-alpha 




(CYP51) niRNA, complete cds 




beq. No. 


191339 




uonrig xu 


2359 1.R1039 




o most r»b l 


LIB3120-043-P1-K1-F11 




LlC UUUU 


BLASTX 




IN \^ 1j X VJ X 


g3128168 




BLAST score 


286 




E value 


2.0e-25 




Match length 


112 




% identity 


47 




NCBI Description 


(AC004521) putative carboxyl- 


-terminal 




[Arabidopsis thaliana] 





25572 



Seq. No. 


191340 


Contig ID 


2376JL.R1039 


C | mn ,-,4- pnm 

o -most hjbi 


1i1,djU4o — UjD - yi lil r o 


Seq. No. 


191341 


Contig ID 


2377_1.R1039 


o -most EbT 


LlBJU4o-U4U-yi-Li-A/ 


Seq. No. 


191342 


Contig ID 


2377_2 . R1039 


o — most bbi 


LilboZ / Z — UUZ — r 1 — Jxl - bo 


Seq. No* 


191 343 


Contig id 




o -most Ejo i 


LlDJUOJ lift Li 


Method 


BLASTX 


NCBI GI 


g3204101 


BLAST score 


"\ A A 

144 


E value 


1 . ue-Uo 


Match length 


108 


% identity 


31 


NCBI Description 


(AJUUo/du) nypotneticai protein 


Seq. No, 


191344 


Contig ID 


Z^y©o 1.R1039 


5 1 -most EST 


LIB3146-030-Q1-K1-E10 


Method 


oliAo 1A 


NCBI GI 


g!408460 


BLAST score 


616 


E value 


4.0e-64 


Match length 


191 


% identity 


65 


NCBI Description 


(U40161) type 2A protein serine 



kDa B regulatory subunit [Arabidopsis thaliana] 



Seq. No. 


191345 


Contig ID 


2391 1.R1039 


5' -most EST 


LIB3048-028-Q1-L1-G9 


Method 


BLASTX 


NCBI GI 


gl666096 


BLAST score 


271 


E value 


6.0e-24 


Match length 


103 


% identity 


53 


NCBI Description 


(Y09113) dioxygenase 


Seq. No. 


191346 


Contig ID 


2396 1.R1039 


5' -most EST 


LIB3147-023-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


gll73223 


BLAST score 


713 


E value 


3.0e-75 


Match length 


159 


% identity 


87 


NCBI Description 


40S RIBOSOMAL PROTEIN 



( L2 8 8 3 1 ) r ibosomal 



25573 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



protein Sll [Glycine max] 
191347 

2396_2.R1039 

LIB3147-022-Q1-K1-F2 

BLASTX 

gll73223 

718 

8.0e-76 

159 
87 

40S RIBOSOMAL PROTEIN Sll 
protein Sll [Glycine max] 



>gi| 454848 (L28831) ribosomal 



191348 

2396_3.R1039 

uC-gsronu33B107d09bl 

BLASTX 

gll'73223 

480 

3.0e-48 

99 

93 

40S RIBOSOMAL PROTEIN Sll >gi 1454848 (L28831) 
protein Sll [Glycine max] 

191349 

2409_1.R1039 
LIB3048-029-Q1-L1-A4 



ribosomal 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191350 

2423_1.R1039 

LIB3048-029-Q1-L1-B6 

BLASTX 

g3482933 

375 

1.0e-50 

144 

70 

(AC003970) Similar to cdc2 protein kinases [Arabidopsis 
thaliana] 

191351 

2428JL.R1039 

LIB3048-030-Q1-L1-B12 

BLASTX 

g398966 

419 

4.0e-41 

90 

90 

4 -COUMARATE — COA LIGASE 2 (4CL) (CLONE 4CL16) 
>gi|541937 |pir||PQ0772 4-coumarate — CoA ligase (EC 
6.2.1.12) (clone GM4CL1B) - soybean (fragment) 
>gi|18520|emb|CAA49576| (X69955) 4-coumarate— CoA ligase 
[Glycine max] 



25574 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191352 

2429_1.R1039 

LIB3135-008-Q1-K1-A3 

BLASTX 

g3746069 

167 

2.0e-ll 
134 
31 

(AC005311) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



191353 

2445JL.R1039 

LIB3272-020-P1-K1-H10 

BLASTX 

g3551954 

480 

5.0e-48 

217 

43 

(AF082030) senescence-associated protein 5 
hybrid cultivar] 

191354 

2446JL.R1039 

LIB3146-028-Q1-K1-A5 

BLASTX 

g3033400 

1207 

1.0e-144 

326 
81 

(AC004238) 
thaliana] 



[Hemerocallis 



putative Ser/Thr protein kinase [Arabidopsis 



191355 

2446_2.R1039 

uC-gsflmaxxa091gl0bl 

BLASTX 

g4539423 

597 

9.0e-62 

151 

83 

(AL049171) pyrophosphate-dependent phosphof ructo-l-kinase 
[Arabidopsis thaliana] 

191356 

2457_1.R1039 

uC-gsflnu33B143e01bl 

BLASTX 

g2281631 

364 

2.0e-34 

223 

43 



25575 



NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5. '-most EST 
Method 
NCBI GI 



(AF003096) AP2 domain containing protein RAP2.3 
[Arabidopsis thaliana] 

191357 

2457_2.R1039 

LIB3149-029-Q1-K1-F9 

BLASTX 

g2467088 

279 

1.0e-24 

98 
59 

(AJ001911) putative Ckc2 [Arabidopsis thaliana] 
191358 

2458JL.R1039 

LIB3272-001-P1-K1-E6 

BLASTX 

g4510346 

518 

1.0e-75 

185 

75 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
191359 

2470_1.R1039 

LIB3048-029-Q1-L1-F6 

BLASTX 

g!491615 



BLAST score 


300 


E value 


3.0e-36 


Match length 


173 


% identity 


53 


NCBI Description 


(X99923) male s 




thaliana] 


Seq. No. 


191360 


Contig ID 


2475 1.R1039 


5 T -most EST 


LIB3048-037-Q1- 


Method 


BLASTX 


NCBI GI 


g3335341 


BLAST score 


171 


E value 


4.0e-12 


Match length 


41 


% identity 


85 


NCBI Description 


(AC004512) T8F5 


Seq. No. 


191361 


Contig ID 


2476 1.R1039 


5 '-most EST 


LIB3048-029-Q1- 


Method 


BLASTX 


NCBI GI 


g3337352 


BLAST score 


690 


E value 


2.0e-72 


Match length 


331 


% identity 


50 



L1-C7 



[Arabidopsis thaliana] 



25576 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



(AC004481) putative chromatin structural protein SuptShp 
[Arabidopsis thaliana] 

191362 

2477_1.R1039 

LIB3083-022-Q1-L1-D3 

BLASTX 

g3236238 

762 

7.0e-81 

285 

59 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi | 4519792 | dbj | BAA75744 . 1 1 
(AB017876) Aspl [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191363 

2482JL.R1039 

LIB3048-029-Q1-L1-G8 

BLASTX 

g2275204 

215 

3.0e-17 

122 
39 

(AC002337) DNA binding protein isolog 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191364 

2483_1.R1039 

g5048195 

BLASTX 

g3135274 

830 

6.0e-89 

292 

55 

(AC003058) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191365 

2484_1.R1039 

LIB3197-040-Q1-M1-E3 

BLASTX 

g2832623 

531 

4.0e-54 

134 

73 

(AL021711) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



191366 

2491_1.R1039 
LIB3166-013-P1-K1-C2 



Seq. No. 



191367 



25577 



Contig ID 


2493 1.R1039 


5' -most EST 


LIB3048-051-Q1-L1-D4 


beq. ino. 




Lontig iu 


OA OA 1 Pi 
Z4:?4 i,K1Uj3 


r ■ 4- pom 

o -most Ebr 




Secj. No. 


1 Q1 "3£Q 


Lontig 1U 




0 IllOSL JliOl 


y ju ju iz. ^ 


Metnoa 


D-biib 1 A 


NCBI GI 


goio^z 1 / 


BLAST score 


294 


E value 


3.0e-26 


Match length 


io / 


s iaenr.it.y 




NCBI Description 


HYPOTHETICAL PROTEIN KIAA0103 >gi I 285943 | dbj | BAA034 93 | 


(D14659) KIAA0103 [Homo sapiens] 


beg. wo. 


1 Q1 *37fl 


Contig id 


ot^i'i i Din^Q 
Z jIj i .Kiuoy 


5 1 -most EST 




Seq. No. 




Contig ID 


251 o l.RlUoy 


o -most bbi 


T T 13 ^T" OH — Pi A Q_r\1 —Ml —211 9 

J_i_LrSo±y / — U4b?— yi 1X11 H1Z 


Method '> ; 


BLASTX 


NCBI GI 


g4239845 


BLAST score 


812 


E value 


1 Ho — 1 1 "3 


Matcn lengtn 


9 9 Q 


% identity 


Q Q 


NCBI Description 


(AoUlooDO; transcription raci_.or iniiju L^-*- c o^-- L ^ nc1 ' t-auaLuiuj 


Seq. No. 


1 Q1 no 


Contig ID 


zoib z.KiUoy 


C 1 J_ T70TP 

o —most ejol 


t TR^nfi^- nni — rn — t 9— r9 

LlDJUOJ UUl yl Li 


Method 


BLAblX 


NCBI GI 


g4239845 


BLAST score 


558 


E value 


o • ue d i 


Matcn length 


1 A 9 

14o 


% identity 


/ o 


NCBI Description 


(ABUloooo) transcription racior iHiiij [jMicotiana taijdoumj 


Seq. No. 


iy lO / O 


Contig ID 


ZD lb 4 .KlUjy 


o -most bbi 


T TI391 fcfc — ftCM — Pi —Pi 1 
LIdjIOD UU / rl M till 


Method 


BLASTX 


NCBI bl 


/-*9 9 9/ Q07 

gzzz4 yz / 


rsitiibi score 


91 n 


E value 


2.0e-36 


Match length 


143 


% identity 


72 


NCBI Description 


(AF004213) ethylene-insensitive3-likel [Arabidopsis 




thaliana] 



25578 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191374 

2517_1.R1039 
LIB3048-034-Q1-L1-B3 

191375 

2521_1.R1039 

g5046242 

BLASTN 

g2996011 

244 

1.0e-134 

864 

82 

Leavenworthia crassa cytosolic phosphoglucose isomerase 
mRNA, complete cds 

191376 

2522JL.R1039 

LIB3166-043-P1-K1-B4 

BLASTX 

g4220533 

692 

7.0e-73 

220 

65 

(AL035356) putative mitochondrial uncoupling protein 
[Arabidopsis thaliana] 

191377 

2525JL.R1039 

LIB3146-019-Q1-K1-C11 

BLASTX 

gl703380 

932 

1.0e-101 

181 
99 

ADP-RIBOSYLATION FACTOR >gi | 1132483 | dbj | BAAO 4607 | (D17760) 
ADP-ribosylation factor [Oryza sativa] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



191378 

2525_2.R1039 

uC-gsflnu33B088a07bl 

BLASTX 

g4056469 

928 

1.0e-100 

180 

99 

(AC005990) Strong similarity to gb|M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb|Z25826, 
gb|R90191, gb|N65697, gb|AA713150, gb|T46332, gb|AA040967, 
gb|AA712956, gb|T46403 f gb|T46050, gb|AI100391 and 
gb|Z25043 come from t 

191379 

2525 4.R1039 



25579 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3189-015-P1-K1-G11 

BLASTX 

gl703380 

932 

1.0e-101 

181 

99 

ADP-RIBOSYLATION FACTOR >gi | 1132483 i dbj | BAA04 607 | 
ADP-ribosylation factor [Oryza sativa] 



(D17760) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191380 

2525_5.R1039 

g5047018 

BLASTX 

gl703380 

919 

2.0e-99 

181 

97 

ADP-RIBOSYLATION FACTOR >gi | 1132483 | dbj i BAA04 607 | 
ADP-ribosylation factor [Oryza sativa] 

191381 

2525_6.R1039 

LIB3083-089-Q1-L1-D12 

BLASTX 

gl703380 

685 

7.0e-72 

177 

69 

ADP-RIBOSYLATION FACTOR >gi | 1132483 | dbj | BAA04607 | 
ADP-ribosylation factor [Oryza sativa] 



191382 

2525_8.R1039 

LIB3189-041-P1-K1-E11 

BLASTX 

gl703375 

430 

2.0e-51 

112 

87 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



(D17760) 



(D17760) 



1 >gi | 965483 | dbj |BAA08259| (D45420) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191383 

2525_9.R1039 

LIB3083-076-Q1-L1-B2 

BLASTX 

gl703375 

585 

1.0e-60 

115 

98 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi| 965483|dbj |BAA08259[ (D45420) 



25580 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191384 

2525JL0.R1039 

uC-gsflmaxxa041fllbl 

BLASTX 

g543841 

929 

1.0e-100 

181 
99 

ADP-RIBOSYLATION FACTOR 1 >gi I 322518 | pir I I S28875 
ADP-ribosylation factor 1 - Arabidopsis thaliana >gi 1166586 
(M95166) ADP-ribosylation factor [Arabidopsis thaliana] 
>gi | 2275195 (AC002337) ADP-ribosylation factor [Arabidopsis 
thaliana] 

191385 

2525_11.R1039 

uC-gsflnu33B130c03bl 

BLASTX 

g2689631 

805 

4.0e-86 

156 

100 

(AF022389) ADP-ribosylation factor [Vigna unguiculata] 
191386 

2525_12.R1039 

uC-gsronu33B132b02bl 

BLASTX 

g4056469 

615 

3.0e-64 

120 

100 

(AC005990) Strong similarity to gb|M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb|Z25826, 
gb|R90191 f gb|N65697, gb|AA713150, gb|T46332, gb|AA040967, 
gb|AA712956, gb|T46403, gb|T46050, gb|AI100391 and 
gb|Z25043 come from t 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191387 

2525__13.R1039 

LIB3120-011-Q1-K1-G1 

BLASTX 

gl703375 

336 

8.0e-34 

89 

92 

ADP-RIBOSYLATION FACTOR 
DcARFl [Daucus carota] 



1 >gi| 965483|dbj |BAA08259| (D45420) 



Seq. No. 
Contig ID 
5 '-most EST 



191388 

2525_14.R1039 
LIB3272-017-P1-K1-D6 



25581 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4056469 

564 

3.0e-58 

113 
96 

(AC005990) Strong similarity to gb|M95166 ADP-ribosylation 
factor from Arabidopsis thaliana. ESTs gb|Z25826, 
gbiR90191, gb|N65697, gb|AA713150, gb|T46332, gb|AA040967, 
gb|AA712956, gb|T46403 / gb|T46050, gb|AI100391 and 
gb|Z25043 come from t 



Seq. No. 


191389 


Contig ID 


2525 15.R1039 


5 '-most EST 


LIB3189-052-P1-K1-B9 


Method 


BLASTX 


NCBI GI 


g2689631 


BLAST score 


400 


E value 


1.0e-90 


Match length 


181 


% identity 


93 


NCBI Description 


(AF022389) ADP-ribosylation factor 


Seq, No. 


191390 


Contig ID 


2525_18.R1039 


5 '-most EST 


LIB3145-050-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


gl703375 


BLAST score 


466 


E value 


9.0e-47 


Match length 


90 


% identity 


100 


NCBI Description 


ADP-RIBOSYLATION FACTOR 1 >gi | 96548 




DcARFl [Daucus carota] 


Seq. No. 


191391 


Contig ID 


2525 22.R1039 


5' -most EST 


uC-gsronu33B077fl2bl 


Method 


BLASTX 


NCBI GI 


g2129946 


BLAST score 


358 


E value 


4.0e-34 


Match length 


71 



[Vigna unguiculata] 



(D45420) 



% identity 

NCBI Description 



100 

ADP-ribosylation factor homolog GTP-binding protein NTGB1 
common tobacco (fragment) >gi 11184987 (U46927) NTGB1 
[Nicotiana tabacum] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



191392 

2525__23.R1039 

uC-gsronu33B144g04bl 

BLASTX 

g2689631 

285 

1.0e-25 

58 

100 



25582 




NCBI Description 


(AF022389) ADP-ribosylation factor [Vigna unguiculata] 


Cart "Ma 


191393 


uonuicj iu 


i J J / _L • i\x v .7 


0 — IUOSl CtO 1 


nP— rr<3-Fl ws nfiRrfi Qhl 

UL- yo JL _Llil.Cl2i Act UUJOU -L 






f^^n-h-i T Pi 
UOI1XXCJ 1U 


9 5*37 ? Rl fHQ 




LIB3T89-041-P1-K1-A6 




BLASTX 


NCBI GI . 


g2244806 


BLAST score 


595 


Hi v CL-L U." 


4 . Oe-61 


+- /^Vi 1 pn nt" Vi 
lid. i_ ^ii J-Ciiy uii 


356 


% identity 


40 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis thaliana] 


O c.lj • LN (J • 


191395 


pAi-if i rr TP) 
^uxit~-Ly j. u 


2537 3 R1039 


3 UlOS L JLD1 


T TRVTfiR-OI 7-P1 -K1 -R7 






("^/-v-K-v 4- *i rr T Pi 

uontiy iu 




J XLLkJO L JliOl 


nr-ci<?rami33R116d04bl 




ljujtio J. s*. 


NCBI GI - 


g3786001 


BLAST score 


867 


E value 




Match length 


90 ^ 


% identity 


70 
/ 0 


NCBI Description 


t H f f\ f\ E\ A Q G ^ nnVn r\x*n~\ nrrtf - onn r Za r* a V 1 ! 1 HnTi Q +" l"i ,a 1 1 flnfl 1 
\ UU Jl y y ) UllJvLlCJWli £J-L ULC±I1 ClkJ-L\JL\J±J DIO LUaJ-J-alia J 


064* LNG. 


1 Q1 ^Q7 

J. .7 J.O _7 f 


/™*/^« 4- -i T Pi 

Lonny iu 


ij'i J 1 . JMUJ J 




LIB3048-033-O1-L1-G2 


iMieiznoQ 


PT QQTY 
J3J_triO 1 A 






BLAST score 


157 


E value 


1.0e-18 


ixiaucn IcIiyLIl 


7Q 






djudi uescripuion 


/ ZiTJ i nn777 Q ^ froha 1 rK3P-fi-nhnqnhfl"l"P nhn^nhaf asp rArabidoDS 




CIla.Ha.ilct J 


beg. wo. 


1 Q1 ^QP 


f^ — — 4- -I — TP) 

uontig iu 






T,TR3TfiS-0??-Pl-Kl-C12 

ilXDJl w -J Lr^,^> JT X Xv_L -L <i, 


"K/f 4- V\ 0 /-J 


JDJ-LTLO J. /i. 


NCBI GI 


gz oiDiu 


rsiiAbi score 


0 4 0 


E value 




Ms +■ clr\ 1 pn rri~ Vi 

J.JCI UL^il -i.CL.iy L.11 


240 


% identity 


72 


NCBI Description 


ATP SYNTHASE GAMMA CHAIN, CHL0R0PLAST PRECURSOR 


>gi|67880|pir| IPWNTG H+-transporting ATP synthase (EC 




3.6.1,34) gamma chain precursor, chloroplast - common 




tobacco >gi| 19785 | emb| CAA45152 | (X63606) ATP synthase 



25583 



(gamma subunit) [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191399 

2556_1.R1039 

uC-gsflmaxxa090d08bl 

BLASTX 

g3929333 

466 

3.0e-46 

227 

44 

CYTOCHROME P450 76B1 (7-ETHOXYCOUMARIN O-DEETHYLASE) (ECOD) 
(PHENYLUREA DEALKYLASE) >gi | 237 0230 | emb | CAA71054 | (Y09920) 
7-ethoxycoumarin O-deethylase [Helianthus tuberosus] 



Seq. No. 


191400 


Contig ID 


2558JL.R1039 


5 1 -most EST 


LI Bo u 4 o-UoU-yi~lil — r o 


Method 


BLASTX 


NCBI GI 


g4531442 


BLAST score 


683 


E value 


0 . Ue- 12. 


Match length 


172 


% identity 


77 


NCBI Description 


(AC006224) hypothetic 


Seq. No. 


i qi a m 
iy ±4U1 


Contig ID 


2560 1.R1039 


5' -most EST 


LIB3048-030-Q1-L1-F5 


Method 


BLASTX 


NCBI GI 


g4038056 


BLAST score 


154 


E value 


1.0e-18 


Match length 


121 


% identity 


44 


NCBI Description 


(AC005897) putative 


Seq. No. 


191402 


Contig ID 


2571 1.R1039 


5 '-most EST 


LIB3048-030-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


gl351856 


BLAST score 


587 


E value 


1.0e-60 


Match length 


122 


% identity 


92 


NCBI Description 


ACONITATE HYDRATASE, 



CYTOPLASMIC (CITRATE HYDRO -LYASE ) 
(ACONITASE) >gi|8 68003|dbj |BAA06108| (D29629) aconitase 
[Cucurbita sp.] 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



191403 

2586JL.R1039 

LIB3048-036-Q1-L1-A2 

BLASTX 

g4239845 

632 

1.0e-65 



25584 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

V-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



274 
50 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
191404 

2596JL.R1039 

LIB3048-042-Q1-L1-D7 

BLASTX 

g3297816 

576 

2.0e-59 

160 

70 

(AL031032) putative protein [Arabidopsis thaliana] 
191405 

2600JL.R1039 

LIB3048-031-Q1-L1-B11 

BLASTX 

g3152559 

626 

5.0e-65 

182 

65 

(AC002986) Similarity to A. thaliana gene product 
F21M12.20, gb|AC000132. EST gb|Z25651 comes from this gene. 
[Arabidopsis thaliana] 

191406 

2608JL.R1039 

LIB3166-024-P1-K1-B2 

BLASTX 

g2959767 

429 

2.0e-42 
114 
75 

(AJ002584) 
(AC005309) 

[Arabidopsis thaliana] 
191407 

2612_2.R1039 

LIB3048-032-Q1-L1-C12 

BLASTX 

g3426043 

745 

4.0e-79 

237 

63 

(AC005168) putative choline kinase [Arabidopsis thaliana] 
191408 

2614JL.R1039 

LIB3272-011-P1-K1-C12 

BLASTX 

g3094012 



At MRP 4 [Arabidopsis thaliana] >gi 13738292 
glutathione-con jugate transporter At MRP 4 



25585 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



367 

6.0e-35 

75 

87 

(AF060569) cold-regulated LTC0R12 [Lavatera thuringiaca] 



Seq. No. 
Contig ID 
5 f -most EST 
Method 
NCBI GI 



191409 

2614_2.R1039 
g5049461 
BLASTX 
gll7988 



BLAST score 


573 


E value 


5.0e-59 


Match length 


in 


s identity 


yo 


NCBI Description 


CYTOCHROME C >gi | 65503 | pir I 




cotton 


Seq. No. 


191410 


Contig ID 


2614 4.R1039 


5 T -most EST 


LIB3147-040-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gll I^dZ 


BLAST score 


571 


E value 


6. Oe-59 


Match length 


T 1 1 
111 


% identity 


94 


NCBI Description 


CYTOCHROME C >gi I 65504 Ipir | 


Seq. No. 


iyi4ii 


Contig ID 


2624 l.RlOJy 


5 1 -most EST 


LIB3048-031-Q1-L1-D12 


Seq. No. 


-I fi-t A -1 O 

iyi4iz 


Contig ID 


■^do / i . Riu^y 


5 '-most EST 


uC-gsflnu33B107dl2bl 


Seq. No. 


191413 


Contig ID 


2638 l.R103y 


5' -most EST 


LIB3083-052-Q1-L1-F8 


Method 


BLASTX 


NCBI GI 


g4191778 


BLAST score 


549 


E value 


6.0e-59 


Match length 


180 


% identity 


67 


NCBI Description 


(AC005917) putative nucleos 




[Arabidopsis thaliana] 


Seq. No. 


191414 


Contig ID 


2641 1.R1039 


5" -most EST 


LIB3048-031-Q1-L1-F1 


Seq. No. 


191415 


Contig ID 


2643 1.R1039 


5' -most EST 


g3326354 


Method 


BLASTX 



CCCN cytochrome c - sea-island 



c - China jute 



25586 




NCBI GI 


g!906830 


BLAST score 


1193 


E value 


i . ue— i J i 


Match, length 


i y U 


CL ' _] _|_ ' J 

% identity 


o a 


NuBi Description 


(iiio^yj neat: snocK protein LAraoiaopsis tnanana 


beq. wo. 




Lontig id 


zo4o l.KXUoy 


C I —.-.—J- "Corn 

D — ItlOSr Hibl 


1j1doU4o — U Jl— Jj1— r 0 


JUT,-. J_ V* rt.y-3 


bLAb 1 A 


NCBI GI 


gl742951 


BLAST score 


194 


E value 


o . ue— lo 


Matcn lengtn 


4 D 


% identity 


b y 


NCBI Description 


tiuyoi/j uaz+-Airase L^raDiaopsis rnananaj 


beg. wo. 


iy 14 1 / 


contig ID ^ 


^bo/ i . Kiu jy 


o —most: hoi 


L1doU4o-U4 / — yl-J_il— r o 


jyietnoa 


bliAb 1A 


NCBI GI 


gl710401 


BLAST score 


1009 


E value 


1 . Oe-110 


Match length 


210 


% identity 


88 


NCBI Description 


DTDAMfTr'T TTAOTHP AT T)tIAO Ti U 7\ Tl T7i *n TP HTTP rn 7\ O TP CT\A7\ T T tl 7\ T"K1 

RIBONUCLkOblDIL— DlrHObrnAlk RhDUClAbiii bMALli UHA1JN 




(KlbUNULljfciUllJJh KhUUulAb&J [r\/L bUbUlNllJ 




>gi 1 lu44yi^ | eiruo I CAAooiy4 | (Xyz44o) riJoonucleotiae 




[Nicotiana tabacumj 


Seq. No. 


191418 


Contig ID 


2663 1.R1039 


ET I m ~ n 4- TOT 

o — itiosr Hibi 


lilbJU4 o — Uj^ - yi LI— LjO 


Method 


bliAblN 


NCBI GI 


gl67336 


BLAST score 


145 


E value 


Q Art T ^ 

y • ue— / o 


Match length 


jjj 


% identity 


o c 
OD 


NCBI Description 


Gossypium hirsutum Lea4-A gene, complete CDS 


Seq. No. 


191419 


Contig ID 


2668_1 . R1039 


o -most: bbi 


t TD^n / o rioi r\i tt tic 
L1BJU4 o-Uol— yi-Jjl-iiO 


Method 


BLASTX 


NCBI GI 


g3928083 


BLAST score 


322 


E value 


O Art OA 

o . ue-^u 


Match length 


11 / 




JJ 


NCBI Description 


(AC005770) unknown protein [Arabidopsis thaliana] 


Seq. No. 


191420 


Contig ID 


2670 1.R1039 


5' -most EST 


g5048769 



25587 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191421 

2677_1.R1039 

LIB3165-053-Q1-K1-G1 

BLASTX 

g232031 

613 

2.0e-63 

222 

57 

ELONGATION FACTOR 1 BETA 1 >gi | 322851 | pir | | S29224 
translation elongation factor eEF-1 beta 1 chain - rice 
>gi I 218161 idbj | BAA02253 | (D12821) elongation factor 1 beta' 
[Oryza sativa] 



Seq, No. 


iyi4zz 


Contig ID 


2oyi l.Riujy 


5 1 -most EST 


LIB3048-034-Q1-L1-C1 


Seq. No. 


191423 


Lontig iu 




5' -most EST 


LIB3048-054-Q1-L1-C7 


Method 


BLASTX 


NCBI GI 


g3025188 


BLAST score 


293 


E value 


2.0e-26 


Match length 


85 


% identity 


61 


NCBI Description 


HYPOTHETICAL 11.9 KD PROTEIN SLR1846 




>gi 1 1652154 | dbj | BAA17078 | (D90903) hypot 




[Synechocystis sp.] 


Seq. No. 


191424 


Contig ID 


2697 1.R1039 


5 ? -most EST 


LIB3165-004-P1-K1-A1 


Method 


BLAbTX 




go / 4i ou du 


BLAST score 


370 


E value 


4.0e-35 


Match length 


121 


% identity 


61 


NCBI Description 


(AC005311) unknown protein [Arabidopsis 


Seq. No. 


191425 


Contig ID 


2704 1.R1039 


5 '-most EST 


LIB3048-032-Q1-L1-C9 


Seq. No. 


191426 


Contig ID 


2709 1.R1039 


5 '-most EST 


LIB3165-057-P1-K1-D10 


Method 


BLASTX 


NCBI GI 


gl931640 


BLAST score 


463 


E value 


3.0e-46 


Match length 


124 


% identity 


67 


NCBI Description 


(U95973) Serine carboxypeptidase isolog 



[Arabidopsis 



25588 



thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match' length 

% identity 

NCBI Description 



191427 

2710JL.R1039 

LIB3272-052-P1-K1-E11 

BLASTX 

g4539292 

461 

7.0e-46 
95 
88 

(AL049480) 
thaliana] 



putative ribosomal protein S10 [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191428 

2724_1.R1039 

LIB3197-017-P1-M1-A10 

BLASTX 

gll74162 

799 

2.0e-85 

160 
88 

(U44976) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi 13746915 (AF091106) E2 

ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 
191429 

2730_1.R1039 
LIB3048-042-Q1-L1-E9 

191430 

2736_1.R1039 

LIB3048-032-Q1-L1-G10 

BLASTX 

gl929056 

462 

2.0e-46 

103 
85 

(Y12090) putative 3, 4-dihydroxy-2-butanone kinase 
[Lycopersicon esculentum] 

191431 

2744_1.R1039 

LIB3197-016-P1-M1-H6 

BLASTX 

gll68256 

523 

7.0e-54 

118 

84 

ASPARTATE AMINOTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(TRANSAMINASE A) >gi| 693688 (U15026) aspartate 

aminotransferase [Arabidopsis thaliana] >gi 13201622 
(AC004669) aspartate aminotransferase [Arabidopsis 

thaliana] 



25589 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191432 

2749JL.R1039 

LIB3048-039-Q1-L1-E1 

BLASTX 

g2624383 

386 

1.0e-62 

143 

78 

(Y09447) cinnamate 4-hydroxylase [Phaseolus vulgaris] 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191433 

2765JL.R1039 

LIB3189-052-P1-K1-H11 

BLASTX 

g2129955 

4 62 

3.0e-46 

120 

68 

photoassimilate-responsive protein PAR-lb precursor - 
common tobacco >gi | 871487 | emb | CAA58731 1 (X83851) mRNA 
inducible by sucrose and salicylic acid expressed in 
sugar-accumulating tobacco plants [Nicotiana tabacum] 

191434 

2790_1.R1039 

LIB3048-033-Q1-L1-D5 

BLASTX 

g3702321 

735 

4.0e-78 

174 

42 

(AC005397) putative TGF-beta receptor interacting protein 
[Arabidopsis thaliana] 

191435 

2791_1.R1039 

LIB3189-032-P1-K1-A2 

BLASTX 

g4220481 

153 

5.0e-17 

107 

45 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



191436 

2796JL.R1039 

LIB3149-007-Q1-K1-A12 

BLASTX 

gl850546 

830 

6.0e-89 

254 



25590 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. Na. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



69 

(U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 

191437 

2796_2.R1039 

uC-gsflmaxxa038f04bl 

BLASTX 

g4107099 

214 

4.0e-17 

65 
66 

(AB015141) AHP1 [Arabidopsis thaliana] 

>gi 14156245 | dbj |BAA37112| (AB012570) ATHP3 [Arabidopsis 
thaliana] 

191438 

2796_3.R1039 

uC-gsronu33B032e04bl 

BLASTX 

gl850546 

310 

2.0e-28 

124 

59 

(U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 

191439 

27 96__4.R1039 

uC-gsronu33B057bllbl 

BLASTN 

g899121 

43 

6.0e-15 

91 
87 

Arabidopsis thaliana syntaxin homologue mRNA, complete cds 
191440 

2797_1.R1039 

uC-gsflmaxxa048a07bl 

BLASTX 

g2129578 

773 

2.0e-82 

211 

75 

dTDP-glucose 4-6-dehydratases homolog - Arabidopsis 
thaliana >gi | 928932 | emb | CAA8 9205 | (249239) homolog of 
dTDP-glucose 4-6-dehydratases [Arabidopsis thaliana] 
>gi 1 1585435 iprf | I2124427B diamide resistance gene 
[Arabidopsis thaliana] 

191441 

2802 1.R1039 



25591 



5' -most EST 



LIB3048-033-Q1-L1-E6 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191442 

2804JL.R1039 

LIB3083-113-Q1-L1-A7 

BLASTX 

g2813966 

218 

3.0e-17 

227 

30 

(Z97053) placental protein Diff33 [Homo sapiens] 

>gi I 4545219 | gb | AAD22448.il (AF112227) TDE homolog [Homo 

sapiens] 



Seq. No. 
Contig ID 
5 f -most EST 



191443 

2804_2.R1039 
g3326165 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191444 

2809_2.R1039 

LIB3048-033-Q1-L1-F4 

BLASTX 

g3288823 

728 

6.0e-77 

202 

70 

(AF063852) FUS5 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



191445 

2817JL.R1039 
LIB3048-036-Q1-L1-D8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191446 

2819JL.R1039 

LIB3048-033-Q1-L1-G11 

BLASTX 

g2997591 

1384 

1.0e-153 

362 

75 

(AF020814) 
precursor 



glucose- 6-phosphate/phosphate-translocator 
[Pisum sativum] 



Seq. No. 
Contig ID 
5' -most EST 



191447 

2834_1.R1039 
LIB3145-008-Q1-K1-H7 



Seq. No. 
Contig ID 
5' -most EST 



191448 

2837_1.R1039 
LIB3145-034-Q1-K1-H12 



Seq. No. 
Contig ID 
5' -most EST 



191449 

2850_1.R1039 
LIB3048-039-Q1-L1-G4 



25592 



Method 

1STCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455317 

175 

1.0e-12 

123 
12 

(AL035528) 
thaliana] 



putative disease resistance protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



191450 

2856_1.R1039 
LIB3048-034-Q1-L1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191451 

2858_1.R1039 

uC-gsronu33B146gl0bl 

BLASTX 

g4432860 

793 

1.0e-84 

262 
16 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 



Seq. No. 


191452 


Contig ID 


2866 1.R1039 


5 '-most EST 


LIB3048-034-Q1- 


Method 


BLASTX 


NCBI GI 


g3560264 


BLAST score 


168 


E value 


2.0e-ll 


Match length 


102 


% identity 


38 


NCBI Description 


(AL031535) soil 


Seq. No. 


191453 


Contig ID 


2870 1.R1039 


5 '-most EST 


LIB3048-034-Q1-: 


Method 


BLASTN 


NCBI GI 


g217844 


BLAST score 


41 


E value 


9.0e-14 


Match length 


97 


% identity 


86 


NCBI Description 


A. thaliana ATS1 




acyltransf erase 


Seq. No. 


191454 


Contig ID 


2888 1.R1039 


5 '-most EST 


LIB3048-034-Q1-] 


Method 


BLASTX 


NCBI GI 


g3297816 


BLAST score 


577 


E value 


1.0e-59 


Match length 


141 


% identity 


80 



[Schizosaccharomyces pombe] 



25593 



NCBI Description (AL031032) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 
Method 



191455 

2907_1.R1039 

LIB3048-034-Q1-L1-G4 

BLASTX 

g2129759 

500 

1.0e-50 

132 
77 

UDPglucose 4-epimerase (EC 5.1.3.2) - Arabidopsis thaliana 
>gi 1 11433921 emb |CAA90941| (Z54214) uridine diphosphate 
glucose epimerase [Arabidopsis thaliana] 

191456 

2927_1.R1039 

LIB3197-028-Q1-M1-E5 

BLASTX 

g4033424 

626 

3.0e-65 

162 

74 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi 12668746 (AF034947) inorganic 
pyrophosphatase [Zea mays] 

191457 

2930_1.R1039 

LIB3196-034-P1-M1-H7 

BLASTX 

g464707 

692 

9.0e-73 

152 

88 

40S RIBOSOMAL PROTEIN S18 >gi | 480908 | pir | | S374 96 ribosomal 
protein S18.A - Arabidopsis thaliana 

>gi | 405613 | emb | CAA80684 | (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi I 434343 1 emb | CAA82273 1 (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi|434345|emb|CAA82274| (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi | 434906 | emb | CAA82275 | (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi|2505871|emb|CAA72909| (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi 13287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb|Z28701, DNA gb|Z2'3165 from A. 
thaliana. ESTs gb|T21121 / gb|Z17755, gb|R64776 and 
gb|R30430 come from this gene. [Arabidopsis thaliana] 
>gi (4538910 | embi CAB39647.il (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

191458 

2930_2.R1039 

uC-gsflnu33B028g09bl 

BLASTX 



25594 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI , . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g464707 
692 

8.0e-73 

152 

88 

4 OS RIBOSOMAL 
protein SI 8. A 



IS37496 ribosomal 



PROTEIN S18 >gi| 480908 Ipirl 
- Arabidopsis thaliana 
>gi|405613|emblCAA80684| (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi | 434343 | emb | CAA82273 | (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi|434345|emb|CAA82274| (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi | 434906 | emb | CAA82275 | (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi|2505871|emb|CAA72909| (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi 13287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb|Z28701, DNA gb|Z23165 from A. 
thaliana. ESTs gb|T21121, gb|Z17755 / gb|R64776 and 
gb|R30430 come from this gene. [Arabidopsis thaliana] 
>gi| 4538910 ! emb | CAB39647 . 1| (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

191459 

2930_3.R1039 

uC-gsflnu33B101hllbl 

BLASTX 

g464707 ' 

678 * : ' " 

2.0e-71 

137 

95 

40S RIBOSOMAL PROTEIN S18 >gi I 480908 I pir | | S374 96 ribosomal 
protein S18.A - Arabidopsis thaliana 

>gi|405613|emb|CAA80684| (Z23165) ribosomal protein S18A 
[Arabidopsis thaliana] >gi | 434343 | emb | CAA82273 | (Z28701) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi|434345|emb|CAA82274| (Z28702) S18 ribosomal protein 
[Arabidopsis thaliana] >gi | 434906 | emb | CAA82275 | (Z28962) 
S18 ribosomal protein [Arabidopsis thaliana] 
>gi|2505871|emb|CAA72909| (Y12227) ribosomal protein S18A 
[Arabidopsis thaliana] >gi 13287678 (AC003979) Match to 
ribosomal S18 gene mRNA gb|Z28701 / DNA gb|Z23165 from A. 
thaliana. ESTs gb|T21121, gb|Z17755, gb|R64776 and 
gb|R304 30 come from this gene. [Arabidopsis thaliana] 
>gi I 4538910 | embl CAB39647.il (AL049482) S18.A ribosomal 
protein [Arabidopsis thaliana] 

191460 

2939JL.R1039 

LIB3272-053-P1-K1-A5 

BLASTX 

g3913996 

440 

2.0e-43 

125 

70 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR 

>gi | 2208927 | dbj | BAA20482 | (D85610) ATP-dependent protease 



25595 



Lon [Spinacia oleracea] 



Seq. No. 


191461 


r*r\n -f- -1 rr TH 


i:74Z X.i\.±UJ^ 


R 1 — ™^o+- T?QT> 
3 "IllOSr. HjO 1 


T TR^HAQ— Pl"3R — HI — T 1 _DQ 
JLi1bOU4 o~UoO~yi~*lil~oo 


beq. no. 


1 Q1 /l C9 

±y 14 


LfOiluly ID 




O -IUOSU rib I 


iiiojxy /-u43-yi-ixLi-ni 


Can \Ta 






9Q4R 1 R1D?Q 


5' -most EST 


LIB304 8-035-Q1-L1-C2 


Method 


BLASTX 


vrpDT r*j 




jDJLu-ioi scoire 


Q^9 


E value 


1 Ha- i m 

j. . ue lux 


Match length 


1 9 A 


i> laenLiLy 


o u 


iNUDl Description 


tiio/ovj transKeroiase z 


oeq. no. 


1 y 14 04 


V^OIlUltJ J.L? 


9QR1 1 D1 D^Q 




T TR"Vn~4 8 — 0.4 9— HI — T 1 — Rl 9 


Method 


bliAb 1A 


NCBI GI 


g3445238 


BLAST score 


158 


E value 


1 . ue-iu 


Match length 


A R 


% identity 


/ o 


NCBI Description 


{AL\jZZo4/} putative prot 




**>rr-i 1 Rl fl R Q 1 omh 1 r"Zia9 0 4 RR 
-^gi 1 O401UDy | eiilD 1 UHjtiZU400 




[Arabidopsis thaliana] 


beq. no. 


1 Q1 A £R 
Ii7l4 Dj 


L-OIILly iu 


ijjj l.i\.lUoy 


R ' _Tn/-\o+- TTQT* 
0 KlOSt Hibi 


1j1doU4 O - UjU - yi~ lil~ DJ 


Method 


BLASTX 


NCBI GI 


g3367522 


oiiAbi score 


"3 Q G 

jy y 


E value 


"7 Art *3 Q 


Match length 


ion 
l^U 


% identity 


£ R 
DO 


JNuoi Description 


(iiUUU4oy^; hoi go[lU4byi 




thaliana] 


beq. no. 


i y 14 DO 


^OllUXy XU 




5' -most EST 


LIB3197-010-P1-M1-H5 


Method 


BLASTX 


NCBI GI 


g2104959 


BLAST score 


474 


E value 


2.0e-47 


Match length 


109 


% identity 


79 



[Capsicum annuum] 



[Arabidopsis 



NCBI Description (U96925) immunophilin [Vicia faba] 



25596 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191467 

2958_2.R1039 

LIB3166-021-P1-K1-G5 

BLASTX 

g2507421 

543 

2.0e-55 

113 

91 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi 11800277 
(U81042) translation- initiation factor [Arabidopsis 
thaliana] >gi | 4490709 | emb | CAB38843. 1 | (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

191468 

2958_3.R1039 

uC-gsflnu33B085c07bl 

BLASTX 

g2507421 

542 

2.0e-55 

113 

9i 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi 11800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi | 4490709 | emb | CAB38843. 1 | (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

191469 

2958_4.R1039 

LIB3145-037-Q1-K1-D6 

BLASTX 

g2507421 

4 67 

1.0e-46 

97 

92 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi | 1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi | 4490709 | emb | CAB38843. 1 | (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

191470 

2958_5.R1039 

uC-gsronu33B143e05bl 

BLASTX 

g3334346 

430 

2.0e-45 

112 

88 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG 

>gi|2852445|dbj IBAA24697I (AB003378) SUI1 homolog [Salix 
bakko] 



Seq. No. 
Contig ID 



191471 

2958 6.R1039 



25597 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3135-035-Q1-K1-D4 

BLASTX 

g462195 

482 

3.0e-48 

113 

84 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi|100682|pir||S21636 G0S2 protein - rice 

>gi|20238|emb|CAA36190| (X51910) G0S2 [Oryza sativa] 

>gi | 3789950 (AF094774) translation initiation factor [Oryza 

sativa] 

191472 

2958J7.R1039 

LIB3147-050-Q1-K1-F5 

BLASTX 

g2507421 

543 

2.0e-55 

113 

91 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi 11800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi | 4490709 1 emb | CAB38843 . 1 1 (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

191473 

2958_9.R1039 

LIB3083-091-Q1-L1-A3 

BLASTX 

g2507421 

538 

6.0e-55 

113 

92 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi| 1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi | 4490709 | emb | CAB38843 . 1 1 (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

191474 

2958_10.R1039 

LIB3146-046-Q1-K1-B7 

BLASTX 

g462195 

293 

9.0e-29 

100 

71 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi| 100682 | pir| IS21636 GOS2 protein - rice 

>gi|20238 | emb | CAA3 6190 | (X51910) GOS2 [Oryza sativa] 

>gi 1 3789950 (AF094774) translation initiation factor [Oryza 

sativa] 



Seq. No. 



191475 



25598 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2958JL1.R1039 

uC-gsronu33B106a08b2 

BLASTX 

g2507421 

336 

4.0e-46 

116 

91 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi 11800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi | 4490709 | emb | CAB38843. 1 | (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



oeq. jno. 


1 Q1 AH C 

iyi4 / d 


C r^r^i~ n rr T Pi 

uonuig xjj 


ziJoz i.Kiuoy 


D IUOSt. £iOl 


UL,-gSXinUoor>UooDUoDl 


Method 


BLASTX 


NCBI GI 


g2342736 


oLAbi score 


14 / 


E value 


J. Ue-U9 


Match length 


14 U 


% identity 


33 


NCBI Description 


(AC002341) unknown protein 


Seq. No. 


191477 


Lontig ID 


2973_1.R1039 


D — ITLOSl. tiOi 


LlBoU4o-U42-Ql-Ll-E4 


Method 


BLASTX 


NCBI GI 


g4262228 


BLAbT score 


381 


E value 


1 . Oe-36 


Match length 


135 


% identity 


32 


mcbi Description 


(AC006200) putative recept< 




thaliana] 


Seq. No. 


191478 


uoncig iu 


29oo 1.R1039 


0 IUOS L &ol 


uo- gs t imaxxa {Jul aU 9t> 1 


Method 


BLASTX 


NCBI GI 


g4138109 


BLAST score 


781 


E value 


2.0e-83 


Match length 


209 


% identity 


75 


NCBI Description 


(AJ006414) spermidine syntl 


Seq. No. 


191479 


Contig ID 


2987 1.R1039 


5 1 -most EST 


LIB3048-041-Q1-L1-F12 


Seq. No. 


191480 


Contig ID 


2988 1.R1039 


5 1 -most EST 


uC-gsronu33B153gl0b2 


Seq. No. 


191481 


Contig ID 


2989 1.R1039 



[Lycopersicon esculentum] 



25599 



S 1 —Trine;-!- F9T 






BLASTX 

l—> -1—1 XT. U J. 


LN OJ_>X OX 


(73650032 


BLAST score 


274 


E value 


5.0e-24 


rid Loll Xciiy Lil 




o XLieii lx L.y 


/ o 


NCBI Description 


(AC005396) gibberellin-regulated protein GASTl-like 




[Arabidopsis thaliana] 


Cprr Kin 


1 Q1 4PI9 

X X *i O 


Contig ID 


3000 1.R1039 


5' -most EST 


LIB3048-046-Q1-L1-D8 






^OllX-ly XJJ 


-aril i i pi n^Q 


o mos l Hjo i 




UC(| • ViV • 


1 Q1 A o A 
x y x 4 o f± 


f'"' 1 /-\ +" "J /T T Pi 


jUIj l.KXUo:? 


c, i _ Tnnc ,4- rqrp 

O ILIaJo L JLiO 1 


JjiDJUlO U "4 «J ^X Lil r / 


rue liioh 




IN UD X ui 


rr? RSI 4 9 S 


BLAST score 


196 


E value 


1.0e-14 


ixiaxcn lengLii 


1 P9 


^ xtitsiicxty 


^9 ^ 


lniuidi Description 


v/ioUiozyx; pyrrox luone carooxyx pepuiQase L-^yrococcus 




luriosus j 


C? <-\ ?v7/-\ 

oeq. lno. 


X ^7X4 oo 


Paw -1- -i *r T Pi 

UOiiXlg 1U 


Of|1 7 1 Dl n^Q 

jUi / x.KXuoy 


J ItiUO L EiO 1 


t.tr^TTa R-n?fi— m —T.i —as 


Moth 

l T J.tS LllOU 


RT.A^JTY 

DUAl) X /i. 


NCBI GI 


g3063465 


BLAST score 


266 


E value 




net Loll Icily Lil 


1 ^7 


t> luenLity 


3 D 


iNooi Description 


^ZiP^^i'^Q^51^ TO 9nl ^ 97 raraKi H/-\r^o to fl^al i anal 


oecj. no. 


1 Q1 P £ 


LOuLig iu 


jUIj X.KXUOi? 


vJ ILLUo L £jU 1 


t TR'vTdPt-m ^— m ~p«ri -ni i 

XiXoOXIO UlJ vX JaX Ull 


ne L 11UU. 


RT.A9TX 

£j i inO x z\. 


NCBI GI 


a586339 


BLAST score 


427 


E value 


7.0e-42 


Match length 


137 


% identity 


58 


NCBI Description 


PEROXISOMAL-COENZYME A SYNTHETASE >gi | 626794 | pir | [ S46098 



probable AMP-binding protein - yeast (Saccharomyces 
cerevisiae) >gi | 536615 i emb | CAA85185 | (Z36091) ORF YBR222c 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 



191487 

3019 2.R1039 



25600 





LIB3048-036-O1-L1-A7 




RT.A^TX 


NCBI GI 


y jo djj j 


dLAoi score 


1 


E value 




Match length 


95 


% identity 


53 




PFROXI^OMAL-COENZYME A SYNTHETASE >ai 1 


nrnhablp AMP— bindina orotein — veast ( 




L/cXc V x oleic J y x | J ju ui J | cilixj \ v^rinu jiuj i \ 




[_ OaOUIldX OlLiyoco UcIcViaiacJ 


oeq . JNO . 


1 Q1 

x o o 


conrxg id 


jU jU l»i\iUj3 


D IUOS 1_ JLOl 


T.TRTf^fi-fi'Sd-Pl -K1 -F7 




RT.A^TX 

DliriO X A 


NCBI GI 


g4006887 


BLAST score 


491 


E value 


x • *± 


\A -5 +- /-i V*i 1 4— lr\ 

lxiaLcn. xGiiyuxi 


X X J 


% identity 


76 


NCBI Description 


(Z99708) putative protein [Arabidopsis 


beq. NO. 


X jXfiO .7 


L-onrxg id 


oUfto x.rs.xuo.7 


o -most EdT 


JjXDOU4 o"Uju yi LI I'D 


Seq. No. 


i q*i /i on 
xy x4 yu 


Contxg id 


^n^o i T3i n*^Q 

jUjz X.KXUJy 


D IilOSL CjOI 


n p_ rr<?T*nrm33Rl 03f*05tol 


Jxiex.noG 


OXiriO 1 A, 


NPRT HJT 

IN^OX ox 


a416758 


BLAST score 


1881 


E value 


0.0e+00 


Match length 


483 


% identity 


72 


NCBI Description 


SERINE CARBOXYPEPT I DASE PRECURSOR >gi | 



ORF YBR222C 



i674 (M81130) 

carboxypeptidase Y-like protein [Arabidopsis thaliana] 
>gi[ 445120 Iprf | | 1908426A carboxypeptidase Y [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191491 

3081_1.R1039 

g3325734 

BLASTX 

g!709449 

664 

1.0e-69 

159 

81 

PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA SUBUNIT 
PRECURSOR (PDHE1-A) >gi | 1263302 (U51918) pyruvate 
dehydrogenase El alpha subunit [Pisum sativum] 



Seq. No. 
Contig ID 
5 '-most EST 



191492 

3081_2.R1039 
LIB3165-033-P1-K1-F8 



25601 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2829869 

1702 

0.0e+00 

368 

85 

(AC002396) 



pyruvate dehydrogenase El alpha subunit 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191493 

3081_3. R1039 

uC-gsronu33B155b04b2 

BLASTX 

gl709446 

382 

1.0e-36 

92 

80 

PYRUVATE DEHYDROGENASE El COMPONENT , ALPHA SUBUNIT 
PRECURSOR (PDHE1-A) >gi | 2117533 | pir || JC4358 pyruvate 
dehydrogenase (lipoamide) (EC 1.2.4.1) complex El alpha 
chain - Arabidopsis thaliana mitochondrion >gi 1 710400 

(U21214) pyruvate dehydrogenase El alpha subunit 

[Arabidopsis thaliana] 



. Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



191494 

3081_4.R1039 

uC-gsronu33B129a08bl 

BLASTN 

g710399 

33 

6.0e-09 

73 

86 

Arabidopsis thaliana pyruvate dehydrogenase El alpha 
subunit mRNA, nuclear gene encoding mitochondrial protein, 
complete cds 



Seq. No. 


191495 


Contig ID 


3090 1.R1039 


5' -most EST 


LIB3189-002-P1-K1-G9 


Method 


BLASTX 


NCBI GI 


gl421730 


BLAST score 


745 


E value 


6.0e-79 


Match length 


211 


% identity 


67 


NCBI Description 


(U43082) RF2 [Zea mays] 


Seq. No. 


191496 


Contig ID 


3093 1.R1039 


5' -most EST 


LIB3083-107-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


g799177 


BLAST score 


635 


E value 


1.0e-65 


Match length 


536 



25602 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 -'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



22 

(U22055) 100 kDa coactivator [Homo sapiens] 
191497 

3104_1.R1039 

uC-gsronu33B109f07bl 

BLASTX 

gl871194 

162 

5.0e-ll 

94 

48 

(U90439) DNA binding protein isolog [Arabidopsis thaliana] 
>gi 1 2335092 (AC002339) putative DNA binding protein 
[Arabidopsis thaliana] 

191498 

3142JL.R1039 

LIB3189-043-P1-K1-B1 

BLASTX 

g3914430 

1267 

1.0e-140 

272 

88 

PROTEASOME EPSILON CHAIN PRECURSOR (MACRO PAIN EPSILON 
CHAIN) (MULTICATALYTIC ENDOPEPTIDASE COMPLEX EPSILON CHAIN) 
>gi|2285800|dbj |BAA21650| (D78172) 26S proteasome beta 
subunit [Spinacia oleracea] 

191499 

3165_2.R1039 
LIB3048-037-Q1-L1-H11 

191500 

3166JL.R1039 

LIB3048-043-Q1-L1-B8 

BLASTN 

g2351064 

56 

5.0e-22 

791 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDJ22, complete sequence [Arabidopsis thaliana] 

191501 

3172_1.R1039 
LIB3048-038-Q1-L1-A10 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



191502 

3173JL.R1-039 

g5046118 

BLASTX 

g!172555 

764 

2.0e-81 



25603 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



170 
84 

34 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION- SELECTIVE CHANNEL PROTEIN) (VDAC) 
(POM 34) >gi| 629720 |pir| IS4 6936 34K porin - potato 

>gi 1 1076682 i pir I [A55364 porin {clone pPOM-34) - potato 

mitochondrion >gi | 516166 | emb | CAA56599 | (X80386) 34 kDA 

porin [Solanum tuberosum] 

191503 

3173_2.R1039 

LIB3149-047-Q1-K1-A5 

BLASTN 

g4006940 

34 

2.0e-09 

70 

87 

Arabidopsis thaliana mRNA for voltage-dependent 
anion-selective channel protein 

191504 

3173_3.R1039 

LIB3272-032-P1-K1-D6 

BLASTX 

gl!72555 

477 

5.0e-48 

105 

87 

34 KD OUTER MITOCHONDRIAL MEMBRANE PROTEIN PORIN 
(VOLTAGE-DEPENDENT ANION-SELECTIVE CHANNEL PROTEIN) (VDAC) 
(POM 34) >gi| 629720|pir| IS46936 34K porin - potato 

>gi|1076682|pir| IA55364 porin (clone pPOM-34) - potato 

mitochondrion >gi | 516166 | emb | CAA5 6599 | (X80386) 34 kDA 

porin [Solanum tuberosum] 

191505 

3179JL.R1039 

LIB3048-038-Q1-L1-A6 

BLASTX 

g2465923 

154 

9.0e-10 

143 

43 

(AF024 648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

191506 

3181_1.R1039 

LIB3147-040-Q1-K1-G9 

BLASTX 

gl351722 

240 

5.0e-20 
125 



25604 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

.NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



41 

HYPOTHETICAL 29.7 KD PROTEIN C18G6.06 IN CHROMOSOME I 
>gi|1122371|emb|CAA92386| (Z68198) hypothetical protein 
[Schizosaccharomyces pombe] 

191507 

3188_1.R1039 

LIB3189-053-P1-K1-G2 

BLASTX 

g3152576 

360 

4.0e-34 

102 

69 

(AC002986) Similar to liver-specific transport protein 
gb|L27651 from Rattus norviegicus. [Arabidopsis thaliana] 

191508 

3210_2.R1039 
LIB3048-038-Q1-L1-D2 



Seq. No. 
Contig ID 
5 '-most EST 



191509 

3211JL.R1039 
LIB3165-022-P1-K1-A4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191510 

3216JL.R1039 

LIB3166-019-P1-K1-G1 

BLASTX 

g4220537 

400 

9.0e-39 

109 

74 

(AL035356) PsRT17-l like protein [Arabidopsis thaliana] 
191511 

3237JL.R1039 

g5047307 

BLASTX 

g2832623 

352 

4.0e-33 

211 

40 

(AL021711) protein kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



191512 

3239_1.R1039 
LIB3048-038-Q1-L1-G2 

191513 

3261_1.R1039 

LIB3272-007-P1-K1-F7 

BLASTX 

g4309889 



25605 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



161 

9.0e-ll 

137 

31 

(AC004983) 



similar to PID:g3877944 [Homo sapiens] 



191514 

3262JL.R1039 

LIB3048-039-Q1-L1-A2 

BLASTX 

g3461820 

588 

1.0e-60 

176 
66 

(AC004138) unknown protein [Arabidopsis thaliana] 
191515 

3264JL.R1039 

LIB3048-039-Q1-L1-A4 

BLASTX 

g4210451 

160 

1.0e-10 

66 

56 

(AB016472) ARR2 protein [Arabidopsis thaliana] 
191516 

3271_1.R1039 

g3326656 

BLASTX 

g2499710 

418 

8.0e-41 

116 

73 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 

( PHOS PHAT I DYLCHOL I NE- HYDROL Y Z I NG PHOSPHOLIPASE D) 

>gi | 1438075 (L33686) phospholipase D [Ricinus communis] 

191517 

3271_2.R1039 

LIB3165-022-P1-K1-B7 

BLASTN 

gl438074 

619 

0.0e+00 

1750 

84 

Ricinus communis phospholipase D mRNA, complete cds 
191518 

3271_3.R1039 

LIB3147-037-Q1-K1-F5 

BLASTX 

g2499710 



25606 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3010 
0.0e+00 
621 
88 

PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLINE PHOSPHATASE) 

(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE D) 

>gi 1 1438075 (L33686) phospholipase D [Ricinus communis] 

191519 

3276J..R1039 

g5047241 " 

BLASTX 

g2052383 

1202 

1.0e-132 

244 

85 

(U66345) calreticulin [Arabidopsis thaliana] 
191520 

3280JL.R1039 

LIB3048-039-Q1-L1-C1 

BLASTX 

g3342913 

419 

2.0e-83 

381 

46 

(AF078916) oligopeptidase B [Trypanosoma brucei brucei] 
191521 

3288JL.R1039 
uC-gsronu33B168d03bl 

191522 

3291JL.R1039 

LIB3048-039-Q1-L1-E3 

BLASTX 

g2618721 

811 

1.0e-86 

226 

73 

(U49072) IAA16 [Arabidopsis thaliana] 
191523 

3291_2.R1039 

LIB3147-013-Q1-K1-C12 

BLASTX 

g2618721 

411 

1.0e-44 

107 
87 

(U49072) IAA16 [Arabidopsis thaliana] 



Seq. No. 



191524 



25607 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3332_1.R1039 

LIB3048-055-Q1-L1-E8 

BLASTX 

g4008037 

250 

2.0e-21 

131 

44 

(AF104925) 2-oxoglutarate-dependent dioxygenase [Solanum 
chacoense] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI ' 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191525 

3346_2.R1039 

LIB3148-058-Q1-K1-C12 

BLASTN 

g4455189 

38 

9.0e-12 

90 
86 

Arabidopsis thaliana DNA chromosome 4, BAC clone 
(ESSAII project) 



F10M23 



Seq. No. 

Contig ID 

5 '-most EST , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191526 

3347_1.R1039 

LIB3048-040-Q1-L1-A1 

BLASTX 

g629561 

407 

2.0e-47 

262 

43 

SRG1 protein - Arabidopsis thaliana 
>gi|479047|emb|CAA55654| (X79052) SRG1 
thaliana] 



[Arabidopsis 



Seq. No. 


191527 


Contig ID 


3353 1.R1039 


5' -most EST 


LIB3048-053-Q1-L1-C5 


Method 


BLASTN 


NCBI GI 


gl865678 


BLAST score 


40 


E value 


4.0e-13 


Match length 


72 


% identity 


89 


NCBI Description 


A. thaliana ATB2 gene 


Seq. No. 


191528 


Contig ID 


3353 2.R1039 


5' -most EST 


uC-gs f lmaxxa 0 0 1 gl Obi 


Method 


BLASTN 


NCBI GI 


gl865678 


BLAST score 


48 


E value 


7.0e-18 


Match length 


68 


% identity 


93 


NCBI Description 


A. thaliana ATB2 gene 



25608 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191529 

3364J..R1039 

LIB3146-022-Q1-K1-A1 

BLASTX 

g3281851 

317 

7.0e-29 

142 

38 

(AL031004) RNA lariat debranching enzyme 
[Arabidopsis thaliana] 



like protein 



beq. jno. 


i Qi con 


uonng xu 


jjy / j. . Kiu 


5' -most EST 


uC-gsronu33B15 6a0 8bl 


Method 


BLASTX 


NCBI GI 


g41o0579 


BLAST score 


13b 


E value 


1 . Oe-14 


Match length 


137 


s identity 




NCBI Description 


(AL035218) hypothetical protein [Schizosaccharomyces 


Seq. No. 


191531 


Contig ID 


3399 1.R1039 


5' -most EST 


LIB3048-040-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


gl381676 


BLAST score 


ATA 

259 


E value 


3 . Oe-22 


Match length 


57 


% identity 


89 


NCBI Description 


(U58853) small GTP-binding protein [Glycine max] 


Seq. No. 


191532 


Contig ID 


J41o 1.R1039 


o most Jijoi 


Xj1dOU4o~* U4U— yi LI - rtZ 


Method 


BLASTX 


NCBI GI 


g3269287 


BLAST score 


359 


E value 


6.0e-34 


Match length 


195 


% identity 


43 


NCBI Description 


(AL030978) GH3 like protein [Arabidopsis thaliana] 


Seq. No. 


191533 


Contig ID 


3440 1.R1039 


5 '-most EST 


LIB3048-054-Q1-L1-B7 


Method 


BLASTX 


NCBI GI 


g2944187 


BLAST score 


124 


E value 


8.0e-ll 


Match length 


119 


% identity 


39 


NCBI Description 


(AF011336) putative E1-E2 ATPase [Mus musculus] 



25609 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191534 

3444JL.R1039 

LIB3048-041-Q1-L1-C11 

BLASTX 

g2499553 

493 

1.0e-54 

134 
77 

CRYPTOCHROME 1 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 
>gi I 629524 |pir| IS39058 probable deoxyribodipyrimidine 
photo-lyase (EC 4.1.99.3) - Arabidopsis thaliana 
>gi|442529|bbs| 139743 (S66907) flavin-type blue-light 
photoreceptor, HY4=DNA phot olyase/ tropomyosin A homolog 
[Arabidopsis thaliana, ecotype Columbia, Peptide, 681 aa] 
[Arabidopsis thaliana] 



Seq. No. 


191535 


Contig ID 


3456 1.R1039 


5 '-most EST 


LIB3048-041-Q1-L1-D12 


Method 


BLASTX 


NCBI GI 


g629592 


BLAST score 


302 


E value 


3.0e-27 


Match length 


125 


% identity 


50 


NCBI Description 


hypothetical protein - rape 


Seq. No. 


191536 


Contig ID 


3468 1.R1039 


5' -most EST 


LIB3048-052-Q1-L1-C8 


Seq. No. 


191537 


Contig ID 


3474 1.R1039 


5 '-most EST 


LIB3048-041-Q1-L1-F10 


Seq. No. 


191538 


Contig ID 


3489 1.R1039 


5 '-most EST 


g3326032 


Seq. No. 


191539 


Contig ID 


3489 2.R1039 


5 '-most EST 


uC-gsflmaxxa088e01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191540 

3498_1.R1039 

g5048105 

BLASTX 

g2833375 

356 

2.0e-33 

71 

93 

DNA- DIRECTED RNA POLYMERASE II 8.2 KD POLYPEPTIDE (RPB10) 
(RP10) (ABC10) >gi | 533690 (U12133) RNA polymerase II 
subunit RPB10 homolog; similar to yeast RNA polymerase II 
subunit RPB10, Swiss-Prot Accession Number P22139 [Brassica 



25610 



napus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191541 

34 98_2.R1039 

LIB3166-016-P1-K1-G9 

BLASTX 

g2833375 

353 

2.0e-33 

71 

92 

DNA- DIRECTED RNA POLYMERASE II 8.2 KD POLYPEPTIDE (RPB10) 
(RP10) (ABC10) >gi | 533690 (U12133) RNA polymerase II 
subunit RPB10 homolog; similar to yeast RNA polymerase II 
subunit RPB10, Swiss-Prot Accession Number P22139 [Brassica 
napus ] 

191542 

3498_3.R1039 

uC-gsronu33B179gllbl 

BLASTX 

g2833375 

176 

1.0e-12 

39 

87 

DNA- DIRECTED RNA POLYMERASE II 8.2 KD POLYPEPTIDE (RPB10) 
(RP10) (ABC10) >gi | 533690 (U12133) RNA polymerase II 
subunit RPB10 homolog; similar to yeast RNA polymerase II 
subunit RPB10, Swiss-Prot Accession Number P22139 [Brassica 
napus ] 

191543 

34 98_5.R1039 

LIB3048-041-Q1-L1-H4 

BLASTX 

g4204281 

257 

6.0e-22 

75 

65 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
191544 

3498_6.R1039 

LIB3148-030-Q1-K1-D3 

BLASTX 

g2833375 

187 

4.0e-14 

39 
92 

DNA- DIRECTED RNA POLYMERASE II 8.2 KD POLYPEPTIDE (RPB10) 
(RP10) (ABC10) >gi | 533690 (U12133) RNA polymerase II 
subunit RPB10 homolog; similar to yeast RNA polymerase II 
subunit RPB10, Swiss-Prot Accession Number P22139 [Brassica 
napus] 



25611 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191545 

3501_1.R1039 

LIB3135-060-Q1-K1-F2 

BLASTX 

g3643607 

342 

3.0e-32 

87 

74 

(AC005395) unknown protein [Arabidopsis thaliana] 
191546 

3516JL.R1039 

LIB3048-042-Q1-L1-B10 

BLASTX 

g2052508 

815 

2.0e-87 

219 

70 

(U95759) lysine-ketoglutarate reductase/saccharopine 
dehydrogenase bifunctional enzyme [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



191547 

3537_1.R1039 
LIB3083-050-Q1-L1-C5 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191548 

3550JL.R1039 

LIB3083-063-Q1-L1-G11 

BLASTX 

g462013 

1600 

1.0e-179 

381 
83 

ENDOPLASMIN HOMOLOG PRECURSOR {GRP94 HOMOLOG) 
>gi|542022|pir| IS39558 HSP90 homolog - Madagascar 
periwinkle >gi 1348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 



191549 

3550_2.R1039 

g5050493 

BLASTX 

g462013 

475 

2.0e-47 

133 

71 

ENDOPLASMIN HOMOLOG PRECURSOR (GRP94 HOMOLOG) 
>gi| 542022 Ipir | IS39558 HSP90 homolog - Madagascar 
periwinkle >gi 1348696 (L14594) heat shock protein 90 
[Catharanthus roseus] 



Seq. No. 



191550 



25612 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3561JL.R1039 

LIB3048-042-Q1-L1-G10 

BLASTX 

g3377803 

480 

4.0e-48 

139 

75 

(AF075597) Similar to (p)ppGpp synthetase; 
[Arabidopsis thaliana] 



T2H3.9 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191551 

3562_1.R1039 

uC-gsronu33bll2el0bl 

BLASTX 

g3335366 

343 

6. Oe-32 

102 

66 

(AC003028) unknown protein [Arabidopsis thaliana] 
191552 

3565_1.R1039 

LIB3272-011-P1-K1-A10 

BLASTN 

g3212102 

53 

8.0e-21 

129 

85 

Arabidopsis Thaliana BAC F6A4, Chromosome IV, near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


191553 


Contig ID 


3572 1.R1039 


5' -most EST 


LIB3048-042-Q1-L1-H2 


Method 


BLASTX 


NCBI GI 


g4239845 


BLAST score 


507 


E value 


6.0e-51 


Match length 


238 


% identity 


45 


NCBI Description 


(AB015855) transcription factor TEIL 


Seq. No. 


191554 


Contig ID 


3615 1.R1039 


S'-most EST 


LIB3197-041-Q1-M1-B7 


Method 


BLASTN 


NCBI GI 


g3309242 


BLAST score 


213 


E value 


1.0e-116 


Match length 


421 


% identity 


88 


NCBI Description 


Citrus limon aconitase-iron regulated 




mRNA, complete cds 



[Nicotiana tabacum] 



1 (IRP1) 



25613 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191555 

3640_1.R1039 

LIB3272-001-P1-K1-F3 

BLASTX 

g4204303 

772 

3.0e-82 

186 

76 

(AC003027) lcl|prt_seq No definition line found 
[Arabidopsis thaliana] 

191556 

3657_1.R1039 

LIB3272-005-P1-K1-H6 

BLASTX 

gl418990 

248 

4.0e-21 

73 

59 

(Z75524) unknown [Lycopersicon esculentum] 
191557 

3693_1.R1039 

g5044578 

BLASTX 

gl730635 

162 

1.0e-10 

102 
37 

HYPOTHETICAL 40.7 KD PROTEIN IN PIK1-POL2 INTERGENIC REGION 
>gi 12132777 ipir | | S60917 probable membrane protein YNL264c - 
yeast (Saccharomyces cerevisiae) >gi | 1045245 | emb | CAA63233 | 

(X92494) ORF N0815 [Saccharomyces cerevisiae] 
>gi|1302321|emb|CAA96171| (Z71540) ORF YNL264c 

[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 



191558 

3705_1.R1039 
LIB3048-055-Q1-L1-C4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191559 

3720_1.R1039 

LIB3197-041-Q1-M1-H3 

BLASTX 

g82175 

1270 

1.0e-140 

281 
88 

luminal binding protein BLP-5 



- common tobacco 



Seq. No. 
Contig ID 
5' -most EST 



191560 

3720_2.R1039 
uC-gsflmaxxa070d03bl 



25614 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g729623 

983 

1.0e-107 

221 

88 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG 5 PRECURSOR (GRP 
78-5) (IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG 
5) (BIP 5) >gi|100340|pir| IS21880 heat shock protein BiP 
homolog blp5 - common tobacco >gi 1 19813 | emb | CAA4 2660 | 
(X60058) luminal binding protein (BiP) [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



191561 

3723_1.R1039 
LIB3083-082-Q1-L1-C4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description^ 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



191562 

3729_1.R1039 

LIB3048-046-Q1-L1-B10 

BLASTX 

gl946364 

283 

2.0e-25 

105 

45 

(U93215) lipase isolog [Arabidopsis thaliana] 



191563 

3742_1.R1039 

g3326231 

BLASTX 

g!498731 

353 

2.0e-35 

175 

49 

(U64806) pathogenesis-related protein PR1 



[Brassica napus] 



191564 

3744_1.R1039 

g5047845 

BLASTX 

g4454026 

437 

5.0e-43 

184 

52 

(AL035394) phosphatase like protein [Arabidopsis thaliana] 
191565 

3744_2.R1039 

LIB3197-024-Q1-M1-E9 

BLASTX 

g4454026 

373 

1.0e-35 
166 



25615 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



48 

(AL035394) 



phosphatase like protein [Arabidopsis thaliana] 



191566 

3749_1.R1039 

LIB3048-046-Q1-L1-D1 

BLASTX 

g396384 

167 

1.0e-16 

92 

54 

(U00006) No definition line found [Escherichia coli] 
191567 

3778_1.R1039 
LIB3048-04 6-Q1-L1-G10 
BLASTN 
g4519191 



BLAST score 


36 


E value 


1 . Oe-10 


Match length 


100 


% identity 


90 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, 




K9P8, complete sequence 


Seq. No. 


191568 


Contig ID 


3783 1.R1039 


5 '-most EST 


LIB3048-046-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g4572674 


BLAST score 


359 


E value 


/ . 0e-J4 


Match length 


193 


% identity 


45 


NCBI Description 


(AC006954) unknown protein [Arabidopsis thaliana 


Seq. No. 


191569 


Contig ID 


3805 1.R1039 


5' -most EST 


LIB3048-047-Q1-L1-A6 


Method 


BLASTX 


NCBI GI 


g2880043 


BLAST score 


411 


E value 


5.0e-40 


Match length 


200 


% identity 


42 


NCBI Description 


(AC002340) putative 3-hydroxyisobutyryl-coenzyme 




hydrolase [Arabidopsis thaliana] 


Seq. No. 


191570 


Contig ID 


3827 1.R1039 


5' -most EST 


LIB3135-023-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g!36057 


BLAST score 


1035 


E value 


1.0e-113 


Match length 


250 



TAC clone: 



25616 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



79 

TRIOSEPHOSPHATE I SOME RASE, CYTOSOLIC (TIM) 
>gi I 99499 Ipir | IA32187 (S) -tetrahydroberberine oxidase - 
Coptis japonica >gi 1556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

191571 

3827_2.R1039 
uC-gsflnu33B071a04bl 

191572 

3827_3.R1039 

LIB3135-038-Q1-K1-H1 

BLASTX 

g2829899 

344 

5.0e-32 

157 

44 

(AC002311) similar to ripening-induced protein, 
gp|AJ001449 | 2465015 and major#latex protein, 
gp 1X91961 | 1107495 [Arabidopsis thaliana] 

191573 

3829JL.R1039 

LIB3048-047-Q1-L1-C8 " 

BLASTX 

g2244851 

529 

8.0e-54 

237 

45 

(297337) amine oxidase [Arabidopsis thaliana] 
191574 

3852JL.R1039 

LIB3165-011-P1-K1-E11 

BLASTX 

g3608495 

319 

3.0e-29 

93 

69 

(AF089738) plastid division protein FtsZ [Arabidopsis 
thaliana] >gi| 4510351 | gb | AAD21440 . 1 | (AC006921) plastid 
division protein FtsZ [Arabidopsis thaliana] 

191575 

3859_1.R1039 
LIB3272-034-P1-K1-E1 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



191576 

3897_1.R1039 

g3326166 

BLASTX 

g3355626 

530 



<v25617 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-54 

174 

61 

(Y09204) histidinol-phosphate aminotransferase [Nicotiana 
tabacum] 

191577 

3916_1.R1039 

g3326524 

BLASTX 

g3514097 

728 

1.0e-141 

419 

62 

(AF084260) signalosome subunit 2 [Homo sapiens] 

>gi I 3639069 I gb IAAC36309.il (AF087688) alien-like protein 

[Mus musculus] 

191578 

3955_1.R1039 

LIB3048-048-Q1-L1-G5 

BLASTX 

g4239845 

583 

3.0e-60 

213 

57 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
191579 

3974_1.R1039 

g5049429 

BLASTX 

g3821793 

1429 

1.0e-159 

333 

85 

(Y11526) casein kinase II alpha subunit [Zea mays] 
191580 

3974_2.R1039 

uC-gsflnu33B016al2bl 

BLASTX 

gl25271 

616 

6.0e-64 

141 

82 

CASEIN KINASE II, ALPHA CHAIN (CK II) (CK2 -ALPHA) 
>gi|100860|pir||S19726 casein kinase II {EC 2.7.1.-) alpha 
chain - maize >gi | 3318993 | pdb | 1A60 | Protein Kinase Ck2 
(Catalytic Subunit) From Zea Mays >gi | 22117 | emb | CAA43659 | 
(X61387) casein kinase II alpha subunit [Zea mays] 



Seq. No. 



191581 



25618 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No~ 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



3979_1.R1039 

g5044717 

BLASTX 

gl33940 

477 

7.0e-81 

192 
77 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi | 70851 | pir | | R3XL3A 
ribosomal protein S3a - African clawed frog 
>gi| 65091|emb|CAA40592| (X57322) ribosomal protein Sla 
[Xenopus laevis] 

191582 

3979_2.R1039 

g5048193 

BLASTX 

gl33940 

428 

6.0e-42 

108 

79 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi | 70851 1 pir | | R3XL3A 
ribosomal protein S3a - African clawed frog 
>gi| 65091|emb|CAA40592| (X57322) ribosomal protein Sla 
[Xenopus laevis] 

191583 

3979_3.R1039 

LIB3189-002-P1-K1-E10 

BLASTX 

gl33940 

429 

4.0e-76 

208 

80 

40S RIBOSOMAL PROTEIN S3A (S1A) >gi I 70851 1 pir | | R3XL3A 
ribosomal protein S3a - African clawed frog 
>gi|65091|emb|CAA40592| (X57322) ribosomal protein Sla 
[Xenopus laevis] 

191584 

3991_1.R1039 

LIB3048-053-Q1-L1-E5 

BLASTX 

g4105697 

535 

9.0e-55 

129 

73 

(AF049870) thaumatin-like protein [Arabidopsis thaliana] 
191585 

4006_1.R1039 

LIB3048-049-Q1-L1-D4 

BLASTX 

g3522938 



25619 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



211 

1.0e-16 

119 

37 

(AC004411) unknown protein [Arabidopsis thaliana] 
191586 

4013__1.R1039 
LIB3166-024-P1-K1-D11 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191587 

4013_2.R1039 
uC-gsronu33B080hl2bl 

191588 

4082_1.R1039 

uC-gsflnu33B139e01bl 

BLASTX 

gl841468 

841 

2.0e-90 

178 

88 

(Y10990) Tyrosyl-tRNA synthetase 
191589 

4091_1.R1039 

LIB3048-050-Q1-L1-D10 

BLASTX 

g3033377 

232 

2.0e-35 

233 
37 

(AC004238) 
thaliana] 



[Nicotiana tabacum] 



putative berberine bridge enzyme [Arabidopsis 



Seq. No. 


191590 


Contig ID 


4114 1.R1039 


5 '-most EST 


LIB3165-012-P1-K1-G8 


Method 


BLASTX 


NCBI GI 


g4468979 


BLAST score 


277 


E value 


3.0e-24 


Match length 


125 


% identity 


48 


NCBI Description 


(AL035605) putative 


Seq. No. 


191591 


Contig ID 


4123 1.R1039 


5 '-most EST 


LIB3189-047-P1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3789911 


BLAST score 


425 


E value 


2.0e-41 


Match length 


194 


% identity 


43 



-25620 



NCBI Description 



(AF081802) developmental protein DG1118 [Dictyostelium 
discoideum] 



OC4 • INO ■ 


.L _7 J. «J J £. 


uontig iJJ 




5 1 -most EST 


uC-gsronu33B113e08bl 


Method 


BLASTX 




y 0 / 0 y y 11 




j> -j 


E value 


1.0e-19 


Match length 


95 


t> iueni.xuy 


40 


NCbx Description 






discoideum] 


oeq. ino . 




uontig iu 


1 D1 n^Q 

4 iyo 1 . kiuo y 


0 —most bo i 


LiJLd jlo y UjZ - Jr 1— i\i— dj 


oeq. wo. 




Contig ID 


4213 1.R1039 


5 '-most EST 


LIB3048-051-Q1-L1-H6 


Method 






gjz y / 0 10 


BLAST score 


Zoo 


E value 


4 . ue-2U 


Match length 


DO 


% identity 


15 


NCBI Description 


(ALUoiUoZj putative protein 


beg. no m 




oontig iu 


4Z-3o X.KXUJy 


5' -most EST 


LIB3T65-002-Q1-K1-A8 


Method 


BLASTN 


>Tfi T5 T O T 

NLB1 Cji 


g4oiy±y4 


BLAST score 


4 / 


E value 


3.0e-17 


Match length 


259 


% identity 


0 U 


NCBI Description 


Arabidopsis thai 1 ana genomi 




MHM17, complete sequence 


Seq. No. 


iy loyo 


Contig ID 


4 Zoo z.Kiujy 


5 '-most EST 


LIB3048-052-Q1-L1-C1 


Seq. No. 


lyioy / 


Contig ID 


4^DZ l.Kiuoy 


O -IttOSI JLol 


t tr^i n^n— pi — pfi — n£ 

LlDjlOQ UjU rl J\l UO 


Seq. No. 


191598 


Contig ID 


4263 1.R1039 


5 '-most EST 


LIB3048-054-Q1-L1-C3 


Seq. No. 


191599 


Contig ID 


4268 1.R1039 


5 '-most EST 


uC-gsronu33B15 6f 02bl 



[Dictyostelium 



PI clone 



25621 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g3482926 

235 

2.0e-19 

155 

36 

(AC003970) 



Highly similar to cinnamyl alcohol 



dehydrogenase, gi 11143445 [Arabidopsis thaliana] 



191600 

4276JL.R1039 

g5048679 

BLASTX 

g2829927 

667 

9.0e-70 

367 

46 

(AC002291) Unknown protein 



[Arabidopsis thaliana] 



191601 

4284JL.R1039 

LIB3145-050-Q1-K1-A10 

BLASTX 

g4006827 

1651 

0.0e+00 

399 

78 

(AC005970) subtilisin-like protease 



[Arabidopsis thaliana] 



191602 

4307_1.R1039 

uC-gsronu33B127b02bl 

BLASTX 

g399046 

222 

7.0e-33 

118 

58 

ADENINE PHOSPHORI BOS YLTRANS FERAS E 1 (APRT) 

>gi| 99657 Ipiri IS20867 adenine phosphor ibosyltransf erase (EC 
2.4.2.7) - Arabidopsis thaliana >gi 1 16164 I emb | CAA414 97 | 
(X58640) adenine phosphoribosyltransf erase [Arabidopsis 
thaliana] >gi 1433050 (L19637) adenine 
phosphoribosyltransferase [Arabidopsis thaliana] 
>gi 13935182 (AC004557) F17L21.25 [Arabidopsis thaliana] 

191603 

4346JL.R1039 

LIB3272-043-P1-K1-D3 

BLASTX 

g4490332 

558 

3.0e-57 

168 

66 



25622 



NCBI Description (AL035656) putative protein [Arabidopsis thaiiana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



191604 

4349JL.R1039 

LIB3166-027-P1-K1-A7 

BLASTX 

g3766368 

220 

7.0e-18 

106 

47 

(AL031907) putative trascription factor, ccr4-associated 
factor homolog [Schizosaccharomyces pombe] 

191605 

4396JL.R1039 

g5049533 

BLASTX 

g3894178 

659 

6.0e-69 

202 

65 

(AC005312) putative nucleic acid binding protein 
[Arabidopsis thaiiana] 



191606 

4396_2.R1039 
LIB3048-054-Q1-L1-A5 

191607 

4397_1.R1039 

LIB3272-019-P1-K1-G8 

BLASTX 

gl084461 

354 

4.0e-33 

112 

62 

RCc3 protein - rice >gi | 



786132 (L27208) RCc3 [Oryza sativa] 



191608 

4397_2.R1039 

uC-gsflnu33B028e04bl 

BLASTX 

g629597 

342 

6.0e-32 

80 

79 

proline-rich protein - rape >gi | 545029 |bbs | 142669 (S68113) 
proline-rich SAC51 [Brassica napus=oilseed rape, pods, 
Peptide, 147 aa] [Brassica napus] 

191609 

4397_3.R1039 
uC-gsflnu33B013g03bl 



25623 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX V - 

gl084461 

363 

2.0e-34 

89 

73 

RCc3 protein - rice >gi 1786132 (L27208) RCc3 [Oryza sativa] 
191610 

4397_4.R1039 

LIB3147-008-Q1-K1-C12 

BLASTX 

g!199772 

416 

4.0e-40 

219 

69 

(D83226) extensin like protein [Populus nigra] 
>gi|1199774|dbj IBAA11855] (D83227) extensin like protein 
[Populus nigra] 

191611 

4397_6.R1039 
LIB3149-020-Q1-K1-C8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191612 

4397J7 

LIB3149 

BLASTX 

g629597 

277 

2.0e-24 

62 

79 

proline 
proline 
Peptide 



R1039 

-051-Q1-K1-C2 



-rich protein - rape >gi | 545029 | bbs | 142669 (S68113) 
-rich SAC 51 [Brassica napus=oilseed rape, pods, 
147 aa] [Brassica napus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



.R1039 

3-040-Q1-K1-D11 
19 



191613 
4398_1. 
LIB3165- 
BLASTX 
g298077C 
1345 
1.0e-14< 
335 
78 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
191614 

4398_2.R1039 

uC-gsflnu33B107dl0bl 

BLASTN 

g3821780 

35 

4.0e-10 

35 



25624 



% identity 59 

NCBI Description Xenopus laevis cDNA clone 27A6-1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



191615 

4398_3.R1039 

g5046609 

BLASTX 

g2980770 

771 

4.0e-82 

236 

66 

(AL022198) putative protein kinase [Arabidopsis thaliana] 
191616 

4398_4.R1039 
LIB3272-033-P1-K1-F9 



Seq. No. 

Contig ID 
5 '-most EST 



191617 

4401_1.R1039 
LIB3048-054-Q1-L1-B1 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191618 

4436_1.R1039 

LIB3197-029-Q1-M1-G10 

BLASTX 

g3341681 

590 

9.0e-83 

171 

89 

(AC003672) small GTP-binding protein [Arabidopsis thaliana] 
>gi I 741994 |prf i |2008312A GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191619 

4444JL.R1039 

LIB3166-039-P1-K1-B9 

BLASTX 

g417103 

632 

4.0e-66 

126 

100 

HISTONE H3.2, MINOR >gi | 282871 | pir | | S2434 6 histone 
H3.3-like protein - Arabidopsis thaliana 

>gi|16324 | emb | CAA42957 | (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi | 404825 | emb | CAA42958 | (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi 1488563 
(U09458) histone H3.2 [Medicago sativa] >gi 1488567 (U09460) 
histone H3. 2 [Medicago sativa] >gi|488569 (U09461) histone 
H3.2 [Medicago sativa] >gi 1488575 (U09464) histone H3.2 
[Medicago sativa] >gi| 488577 (U09465) histone H3.2 
[Medicago sativa] >gi | 510911 [ emb | CAA5 6153 | (X79714) histone 
H3 [Lolium temulentum] >gi | 1435157 | emb | CAA58445 | (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi 1 2558944 (AF024716) histone 3 [Gossypium hirsutum] 



25625 




>gi | 3273350 | dbj i BAA31218 | (AB015760) histone H3 [Nicotiana 
tabacum] >gi 13885890 (AF093633) histone H3 [Oryza sativa] 
>gi|4038469|gb|AAC97380| (AF109910) histone H3 [Porteresia 
coarctata] >gi | 4490754 | emb | CAB38916 . 1 1 (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi | 44907 55 I emb I CAB38917 . 1 1 
(AL035708) Histon H3 [Arabidopsis thaliana] 





J. _7 J_ O £. VJ 


fftm +• A rx T Pi 

uonT-ig ±u 


AAA A 9 R1 Pl^Q 


C T _TTir\c!-f- XT Qf 
D IILOo L JLO 1 


LlDJl*i J UlJ ^1 i\.± U-? 




IjJ_ji-iO 1 IN 




gz jj o y*± o 


ojb/ao i score 


oo 


U 1 tra 1 no 


9 Op-98 


lid i_ ^ i i icily L.I1 


1 J J 


% identity 


88 


NCBI Description 


Gossypium hirsutum histone 3 mRNA, complete cds 


oeq • 1NO • 


1 Q1 691 


contig lu 


444b I.KIUoy 


d -most Ebl 


LlrlJlDO-UZz-rI-J\l— UIU 


Method 




NCBI GI 


gz9245zl 


BLAST score 


IOC 

185 


E value 


z . ue-l J 


Match length 


TOO 

iz y 


% identity 


40 


NCBI Description 


(AL022023) putative protein [Arabidopsis thaliana] 


beq* wo. 


1 Q1 £99 

i y idzz 


oontig id 


A A A Q 1 "Dimo 

444y l.Kiuoy 


o -most EST 


LIBo14d-U4o-Q1-K1-Cd 


Mernoa 




NCBI GI 


glUUiyoo 


BLAST score 


o o n 
OO / 


E value 


y . ue y o 


FJaLcn ±engc.n 


91 6 
ZiO 






NCBI Description 


(U19099) unknown protein [Lycopersicon chilense ] 


Seq. No. 


191623 


Contig ID 


4459 1.R1039 


5 '-most EST 


LIB3148-045-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g2492782 


BLAST score 


511 


E value 


6.0e-52 


Match length 


134 


% identity 


70 


NCBI Description 


ALPHA- GALACTOS I DAS E PRECURSOR (MELIBIASE) 



(ALPHA-D-GALACTOSIDE GALACTOHYDROLASE) >gi 1504489 (L27992) 
alpha-galactosidase [Coffea arabica] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



191624 

4469JL.R1039 

LIB3048-054-Q1-L1-G9 

BLASTX 



25626 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g285741 
221 

1.0e-17 

166 

36 

(D14550) EDGP precursor [Daucus carota] 
191625 

4474JL.R1039 

LIB3120-011-Q1-K1-G2 

BLASTX 

g3337361 

2067 

0.0e+00 

516 

71 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
191626 

4566JL.R1039 

LIB3189-007-P1-K1-E9 

BLASTX 

g4544399 

1732 

0.0e+00 

486 

65 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191627 

4566_2.R1039 

g5044405 

BLASTX 

g4115364 

427 

7.0e-42 

110 

70 

(AC005957) putative fatty acid elongase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191628 

4566_3.R1039 

g5046200 

BLASTX 

g4544399 

475 

1.0e-47 

179 
49 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



191629 

4566_5.R1039 
LIB3197-044-Q1-M1-G11 



25627 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3142289 

316 

2.0e-33 

121 

64 

(AC002411) Strong similarity to beta-keto-Coa synthase 
gb|U37088 from Simmondsia chinensis. [Arabidopsis thaliana] 

191630 

4568JL.R1039 

g5045284 

BLASTX 

gl903364 

519 

9.0e-53 

158 

66 

(AC000104) EST gb|T45093 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


191631 






Contig ID 


4569 1.R1039 






5 -most EST 


LIB3189-014-P1- 


-Kl- 


F12 


Method 


BLASTX 






NCBI GI 


g4098323 






BLAST score 


2095 






E value 


0.0e+00 






Match length 


428 






% identity 


91 






UcbLIipUlOIl 


(U76746) beta-tubulin 3 


Seq. No. 


191632 






Contig ID 


4569 2.R1039 






5' -most EST 


LIB3083-051-Q1- 


-Ll- 


E12 


Method 


BLASTN 






NCBI GI 


gl70059 






BLAST score 


137 






E value 


1.0e-70 






Match length 


652 






% identity 


82 






NCBI Description 


Soybean (G.max 


L.) 


beta- 




cds 






Seq. No. 


191633 






Contig ID 


4572 1.R1039 






5' -most EST 


LIB3083-001-Q1- 


-Ll- 


■Dll 


Seq. No. 


191634 






Contig ID 


4577 1.R1039 






5 '-most EST 


LIB3083-002-Q1- 


-Ll- 


■F9 


Seq. No. 


191635 






Contig ID 


4578 1.R1039 






5 '-most EST 


LIB3083-053-Q1- 


-Ll- 


■D2 


Seq. No. 


191636 







[Triticum aestivum] 



(S-beta-1) gene, complete 



25628 



uorvcig id 






JjlDJIi O Ujj vl r\.l nO 




DLiriO _L /V 


NCBI GI 


g3212877 


BLAST score 


1162 


E value 


i Ha i on 

i . ue— lz / 


Match length 


Z / 0 


% identity 


/o 


NCBI Description 


(ACuU4uUo) Lea-like protein [Araoiaopsis tiialianaj 


oeq. no. 


1 Q1 


oontig id 


4o / y a . Kiu^y 


O ILIOS t iijOl 




rie inuu 


olirio 1 A 


NCBI GI 


g3264769 


BLAST score 


297 


E value 


1.0e-26 


Match length 


*7 /I 

/ 4 


% identity 


*7 Q 
/ 3 


NCBI Description 


(AF071894) late embryogenesis-like protein [Prunus 
armeniaca] 


oeq. lno . 




Contig ID 


4b ol l.Rlujy 


r* f —, — —4- "corn 

o -most EST 


LIBoUoo-UUl-Ql-Ll-GlO 


Seq. No. 


191639 


Contig ID 


vitro/ - "i Ti i o p> 

4586_1.R1039 


c f _ _ 4_ "corn 

o -most EST 


LIB31 65-038 -Q1-K1-E11 


Method 


rSLiAol A 


NCBI GI 


g4056568 


BLAST score 


286 


E value 


z . ue-zo 


Match length 


lib 


-6 identity 


1 / 


NCBI Description 


(U90944) PDI-like protein [Zea mays] 


oeq. No. 


iyio4U 


Contig ID 


/icon *i ni aoa 

4588__1 . R1039 


o —most tibi 


j-iioouoo— iiy— yi— Li— L-i^ 


ft/fa +■ V* 


RT flQTY 
Dli/iD 1 A 


NCBI GI 


g2244833 


BLAST score 


277 


E value 


0 . ue— ^4 


Match length 


on c\ 


% identity 


iy 


NCBI Description 


(Z97337) centromere protein homolog [Arabidopsis t3 


Seq. No. 


191641 


Contig ID 


4590_1. R1039 


o -most hoi 


uC-gstlnuooBUU4rU /d1 


i v ie unou 


TIT B CTY 


NCBI GI 


g2129473 


BLAST score 


410 


E value 


1.0e-39 


Match length 


194 


% identity 


48 



25629 



NCBI Description 



arabinogalactan-like protein - loblolly pine >gi I 607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 



Q /-t Klr\ 

oeq . iNo • 


X _? X Ori 


Contig ID 


4592 1.R1039 


5 f -most EST 


uC-gsflmaxxa098d03bl 


Method 


T2T a<3TV 

Dltiio 1 A 


NCJdI bl 


gzoz y yu y 


BLAST score 


XDO 


E value 


d . ue-n 


Match length 


i j j 


% identity 




NCBI Description 


(Acuu^zyi) Hypotnericai protein 


oeq * 1NO . 


X :?X u4 O 


uontig id 




5 '-most EST 


LIB3272-032-P1-K1-A7 


Method 


BLASTX 


NCBI bl 


gooy4iy4 


BLAST score 




E value 


3 . Oe- 35 


Match length 


167 


% identity 


4 y 


NCBI Description 


(AC005662) putative strictosidin< 




thaliana] 


beq. No. 


1 Q1 CA A 

iyib44 


Contig ID 


4594 1.R1039 


5' -most EST 


LIB3272-047-P1-K1-D11 


Method 


DT ]\ prpv 

fcsliAblX 


Vr/-i t-> T" C 1 T 

NCBI bl 


g4UUt)oZy 


BLAST score 


o o o 


E value 


7 . 0e-20 


Match length 


Q'? 

y / 


% identity 




NCBI Description 


(AC005y7U) putative protein kma 


beg. wo. 


iy io4o 


Contig ID 


4595 1.R1039 


o — most: bbi 


Jjlooiy b— u oy- rl- Ml— H1U 


Method 


BLASTX 


NCBI GI 


g!31772 


BLAST score 


con 


E value 


y . ue-bu 


Match length 


139 


% identity 


86 


NCBI Description 


4Ub RIBObOMAL PROllLlN bl4 (CLUNh 




>gi j 82723 Ipir j IA30097 ribosomal 




maize 


Seq. No. 


191646 


Contig ID 


4595 2.R1039 


5' -most EST 


LIB3147-019-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl31772 


BLAST score 


580 


E value 


1.0e-59 



[Arabidopsis 



(clone MCH1) 



25630 



Match length 

% identity 

NCBI Description 



139 
86 

4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi I 82723 | pir | IA30097 ribosomal protein S14 (clone MCH1) 
maize 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191647 

4595_3.R1039 

uC-gsflnu33B006a04bl 

BLASTX 

gl31773 

564 

5.0e-58 

139 

84 

4 OS RIBOSOMAL PROTEIN S14 (CLONE MCH2) 

>gi | 82724 I pir I | B30097 ribosomal protein S14 

maize 



(clone MCH2) - 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191648 

4595_4.R1039 

LIB3120-010-Q1-K1-H7 

BLASTX 

g!31772 

251 

2.0e-48 

139 

80 

40S RIBOSOMAL PROTEIN S14 (CLONE MCH1) 

>gi I 82723 | pir | [A30097 ribosomal protein S14 

maize 



(clone MCH1) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191649 

4597_1.R1039 

uC-gsronu33B139e!0bl 

BLASTX 

gl086249 

501 

9.0e-51 

153 

59 

subtilisin-like protease 
>gi | 757522 | emb | CAA59964 | 
[Alnus glutinosa] 



- Alnus glutinosa 

(X85975) subtilisin-like protease 



191650 

4601_1.R1039 

LIB3135-029-Q1-K1-F8 

BLASTX 

g2760330 

541 

3.0e-55 

133 

75 

(AC002130) F1N21.15 [Arabidopsis thaliana] 



Seq. No. 



191651 



25631 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4603JLR1039 
LIB3083-001-Q1-L2-C1 

191652 

4607JL.R1039 

LIB3083-095-Q1-L1-G1 

BLASTX 

gl076387 

541 

4.0e-55 

146 

70 

protein kinase homolog - Arabidopsis thaliana 
>gi|717180|emb|CAA55866| (X79279) protein kinase homologous 
to shaggy and glycogen synthase kinase-3 [Arabidopsis 
thaliana] 

191653 

4608_1.R1039 

LIB3083-027-Q1-L1-D3 

BLASTX 

gl30720 

453 

8.0e-45 

177 

49 

PROTEOLIPID PROTEIN PPA1 >gi | 101508 | pir | | A34 633 probable 
H-H- transporting ATPase (EC 3.6.1.35) lipid-binding protein 
- yeast (Saccharomyces cerevisiae) >gi 1172221 (M35294) 
proteolipid protein of proton ATPase [Saccharomyces 
cerevisiae] >gi 1500700 (U10399) Ppalp: Proteolipid protein 
of proton ATPase [Saccharomyces cerevisiae] 



Seq. No. 


191654 


Contig ID 


4608 2.R1039 


5' -most EST 


LIB3146-023- 


Method 


BLASTX 


NCBI GI 


g2414624 


BLAST score 


252 


E value 


2.0e-21 


Match length 


78 


% identity 


60 


NCBI Description 


(Z99259) ATP 


Seq. No. 


191655 


Contig ID 


4611 1.R1039 


5' -most EST 


LIB3083-001- 


Seq. No. 


191656 


Contig ID 


4612 1.R1039 


5 '-most EST 


LIB3189-041- 


Method 


BLASTX 


NCBI GI 


g4337175 


BLAST score 


513 


E value 


7.0e-52 


Match length 


165 


% identity 


62 



[Schizosaccharomyces pombe] 



25632 



NCBI Description 



(AC006416) ESTs gb|T20589, gb|T04648, gb|AA597906 / 
gb|T04111, gb|R84180, gb|R65428, gb|T44439, gb|T76570, 
gb|R90004, gb|T45020, gbIT42457, gb|T20921 / gb|AA042762 and 
gb|AA720210 come from this gene. [Arabidopsis thaliana] 



Seq. No. 


191657 


L/Oniig lu 




D IUU5L iLOl 


JjIDjUOj U / J \£l Li± E XX 


Method 


BLASTX 


NCBI GI 


g2347208 


DLiJt\0 1 bOUIc 


D -3 O 


Hj VaiUC 




jyjaL.cn lengtn 


1 


% identity 


t; q 

Dy 


XT/^ O T n /-\ o V* T y*'f* T /*> t> 
Ucs^IipLlUil 


^nUUUi jjO j riiro piOtclil lbOlOy [ri.ITa.DlQ.OpS 1 o 


beg. wo. 




uoncig lu 


4 01D l.rtlUjy 


o mosi Hjoi 


t Tn^nfl^-nrii — r»i — t 9— t?9 

mDOUOj UUl yi LZ JliZ 


Seq. No. 


191659 


uontig ID 


4ol/ I.RlUoy 


o -most hoi 


T TOOT oq T o m Z/"[ tt » 

LIBolby— Ulo— P1-K1-H4 


Metnoa 




NCBI GI 


g4544412 


hsiiAbi score 


D4o 


E value 


1 . Oe-55 


Match length 


380 


Q_ 2 — Inn 4. 2 4.,, 

% identity 




JNUtsi uescnpiion 


triL.uuoyD0; nypounemcai prouem [AraDiaops 


Seq. No. 


191660 


Contig ID 


4622 1.R1039 


5' -most EST 


g5048305 


Method 


BLASTX 


NCBI GI 


g731097 


BLAST score 


357 


E value 


1.0e-33 


Match length 


145 


% identity 


51 


NCBI Description 


VACUOLAR ATP SYNTHASE SUBUNIT D (V-ATPASE 



(V-ATPASE 28 KD ACCESSORY PROTEIN) >gi | 1083086 | pir | | A55910 
subunit D vacuolar H( + )-ATPase - bovine >gi 1 517446 (U11927) 
vacuolar H-ATPase subunit D [Bos gaurus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191661 

4622_2.R1039 

uC-gsronu33B143c08bl 

BLASTX 

g4097094 

624 

1.0e-64 

261 

53 

(U45447) vacuolar proton-ATPase subunit D [Oryctolagus 
cuniculus] 



25633 



oeq. lno. 


1 Q1 


toniig lu 


A COO A PIPl^Q 
40ZZ ^ .Kiuoy 


.J lLUJo L £jO 1 


y JU40OJ / 


rut; Liiwu. 






gz 4 jjIjO 


BLAST score 


157 


E value 


2.0e-10 


ixiatcn lengtn 


O D 






NCBI Description 


VACUOLAR ATP SYNTHASE SUBUNIT D (V-ATPASE D SUBUNIT) 




>gi 12183244 (AF002134) Vma8p [Candida albicans] 


oeq. wo . 


1 Q1 


L/Oiltly ID 


40Z J Z , KIUj j 


o — most t>o i 


-LloJUoo-U / U— yi— JjI— Ull 


beq. wo. 


1 Q1 CCA 


uontig ID 


a co r i Di ma 
4 dzj 1 . Kluoy 




LlDOiy / UUZ rX iXtl Dj 






NCBI GI 


g2832625 


BLAST score 


1320 


E value 


i . ue— 14 o 


ndicn lengtn 




% identity 


/ z 


NCBI Description 


(ALUZl fll) putative protein [AraJoiaopsis tnalianaj 


beq. Mo. 


-I Q-l £• C. C 

lyiooo 


Contig ID 


4ozo l.RlUo9 


D — mOSt 1 


T TH^nQ^-Dni _A1 __T 9 — TTO 




OlxriO I A 


WOril bl 


gz 4 y 4 ozu 


DiiHoi score 


97*7 
z / / 


E value 


1.0e-24 


Match length 


71 


% identity 


DO 


MLbi Description 


bUCCINATE DEHYDROGENASE IRON-SULFUR PROTEIN >gi|y/ooiy 




(U31902) succinate dehydrogenase iron-sulfur protein 




subunit [Paracoccus denitrificans] 


beq. wo. 


iy 10D0 


uontig ID 


4boo l.RlUoy 


3 IQOSt Hib 1 


gou4 0 / 04 


L w iex. no a. 




MPD T pT 
iNL-rS-L vj-L 


go 0 du / 0 


DiiAbi score 


1 £A 1 
1D41 


E value 


0. 0e+00 


Match length 


429 


^ identity 


y 0 


wcdi ue script ion 


IUoUIjIJN ciLlA— 1 UrLfilN >gi | 4 0 D / J4 | pir | | bJD14Z tUDUlin D&\ 




cfiam - wnite lupine >gi I 4Uzood | eitu) j uAA.4y / jo | (A/uio4) 




tubulin 1 [Lupinus albus] 


Seq. No. 


191667 


Contig ID 


4636 1.R1039 


5' -most EST 


LIB3083-001-Q1-L2-G5 


Method 


BLASTX 



Beta 



25634 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4544464 
192 

5.0e-31 

379 
32 

(AC006580) 



putative chloroplast nucleoid DNA binding 



protein [Arabidopsis thaliana] 
191668 

4636_2.R1039 

g5045373 

BLASTX 

g4544464 

328 

5.0e-30 

298 

35 

(AC006580) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

191669 

4639JL.R1039 

LIB3147-033-Q1-K1-C9 

BLASTX 

g3193303 

264 

1.0e-22 

108 

47 

(AF069298) similar to several proteins containing a tandem 
repeat region such as Plasmodium falciparum GGM tandem 
repeat protein <GB:U27807); partial CDS [Arabidopsis 
thaliana] 

191670 

4641_1.R1039 

LIB3083-109-Q1-L1-F1 

BLASTN 

g2267582 

65 

4.0e-28 

116 

94 

Gossypium hirsutum vacuolar H+-ATPase subunit E mRNA, 
complete cds 

191671 

4642_1.R1039 

uC-gsronu33B099f03bl 

BLASTX 

g2827699 

149 

1.0e-09 

129 
36 

(AL021684) predicted protein [Arabidopsis thaliana] 



25635 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191672 

4643J..R1039 

LIB3083-052-Q1-L1-D11 

BLASTX 

g2244896 

214 

4.0e-17 

147 

37 

(Z97338) similar to HSR201 protein 
thaliana] 



N * tabacum [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191673 

4650JL.R1039 

LIB3147-044-Q1-K1-A2 

BLASTX 

g2829899 

355 

3.0e-33 

153 

46 

(AC002311) similar to ripening-induced protein, 
gp I AJ0014 49 | 2465015 and major#latex protein, 
gp 1X91961 | 1107495 [Arabidopsis thaliana] 

191674 

4650_2.R1039 

uC-gsflnu33Blllb06bl 

BLASTN 

g433664 

62 

3.0e-26 

154 

89 

A. thaliana for Sec61 beta-subunit homolog 
191675 

4652_1.R1039 

g5045271 

BLASTX 

g4510344 

182 

3.0e-13 

109 

42 

(AC006921) hypothetical protein [Arabidopsis thaliana] 
191676 

4657_1.R1039 

uC-gsronu33B12 9b0 6bl 

BLASTX 

g417360 

372 

2.0e-35 

133 

53 

HIGH MOBILITY GROUP-LIKE NUCLEAR PROTEIN 2 



25636 




>gi|2131280|pir||S67767 high mobility group-like protein 
NHP2 - yeast (Saccharomyces cerevisiae) 

>gi I 666101] emb |CAA40885| (X57714) high mobility group-like 
nuclear protein 2 [Saccharomyces cerevisiae] 
>gi i 1429348 I emb I CAA67483 1 (X99000) high-mobility-group-like 
protein [Saccharomyces cerevisiae] 
>gi|1431346|emb|CAA98786| (Z74256) ORF YDL208w 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
■5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



191677 

4661_1.R1039 

LIB3145-008-Q1-K1-C10 

BLASTX 

g2827139 

1977 

0.0e+00 

444 

83 

(AF027172) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] >gi | 4049343 | emb | CAA225 68 | (AL034567) 
cellulose synthase catalytic subunit (RSW1) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
-Match length 
% identity 
NCBI Description 



191678 

4662JL.R1039 

LIB3083-067-Q1-L1-A10 

BLASTX 

gl35406 

1099 

1.0e-120 

226 
91 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi | 99768 | pir || A32712 tubulin 
alpha-5 chain - Arabidopsis thaliana >gi | 166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi| 166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

191679 

4664_1.R1039 

g5046883 

BLASTX 

g!805617 

209 

9.0e-33 

104 

69 

(D49704) OSH44 transcript; homeobox gene [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



191680 

4664_2.R1039 

g5046124 

BLASTX 

g4098246 

842 

1.0e-90 

176 

91 



25637 



NCBI Description (U76410) homeobox 2 protein [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191681 

4665JL.R1039 

uC-gsflnu33B083c04bl 

BLASTX 

g3269288 

792 

2.0e-84 

203 

76 

(AL030978) putative protein 



[Arabidopsis thaliana] 



191682 

4666JL.R1039 

LIB3083-002-Q1-L1-B3 

BLASTX 

g2129932 

656 

6.0e-69 

120 

95 

myb-related transcription factor TMH1 - tomato 
>gi|1167486|emb|CAA64615| (X95297) transcription factor 
[Lycopersicon esculentum] 



Seq. No. 


191683 


Contig ID 


4667 1.R1039 


5' -most EST 


LIB3083-002-Q1-L1-B4 


Seq. No. 


191684 


Contig ID 


4668 1.R1039 


5' -most EST 


LIB3120-060-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g4580523 


BLAST score 


713 


E value 


3.0e-75 


Match length 


190 


% identity 


73 


NCBI Description 


(AF036305) scarecrow 


Seq. No. 


191685 


Contig ID 


4669 1.R1039 


5' -most EST 


LIB3083-07 9-Q1-L1-E9 


Method 


BLASTN 


NCBI GI 


g4580522 


BLAST score 


47 


E value 


5.0e-17 


Match length 


262 


% identity 


85 


NCBI Description 


Arabidopsis thaliana 




cds 


Seq. No. 


191686 


Contig ID 


4671_1.R1039 



8 [Arabidopsis thaliana] 



(SCL8) mRNA, partial 



5 '-most EST 
Method 



LIB3145-045-Q1-K1-F11 
BLASTX 



25638 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
. NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



g2270994 
819 

9.0e-88 

219 

66 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
191687 

4672JL.R1039 

LIB3148-013-Q1-K1-A11 

BLASTX 

g3914535 

873 

6.0e-94 

206 
82 

60S RIBOSOMAL PROTEIN L13A >gi | 2791948 | emb ! CAA1128 3 | 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 

191688 

4672_2.R1039 

LIB3149-034-Q1-K1-B9 

BLASTX 

g3914535 

213 

5.0e-34 

95 

86 

60S RIBOSOMAL PROTEIN L13A >gi | 2791948 | emb | CAA11283 | 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 

191689 

4672_3.R1039 

LIB3148-039-Q1-K1-H11 

BLASTX 

g3914535 

337 

2.0e-31 

80 

78 

60S RIBOSOMAL PROTEIN L13A >gi | 2791948 | emb | CAA11283 | 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 

191690 

4672_4.R1039 

LIB3147-041-Q1-K1-A10 

BLASTX 

g3914535 

445 

3.0e-87 

194 

84 

60S RIBOSOMAL PROTEIN L13A >gi | 2791948 | emb i CAA11283 | 
(AJ223363) ribosomal protein L13a [Lupinus luteus] 

191691 

4673 1.R1039 



25639 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3165-021-P1-K1-C1 

BLASTX 

g2244917 

143 

7.0e-09 

77 

43 

(Z97339) hypothetical protein [Arabidopsis thaliana] 
191692 

4677JL.R1039 

LIB3083-002-Q1-L1-C2 

BLASTX 

g3702964 

781 

3.0e-83 

188 

79 

(AF079485) 
thaliana] 



rac GTP binding protein AraclO [Arabidopsis 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



191693 

4682JL.R1039 

LIB3145-015-Q1-K1-C4 

BLASTX 

g266567 

361 

2.0e-63 

277 

51 

MITOCHONDRIAL PROCESSING PEPTIDASE ALPHA SUBUNIT PRECURSOR 
(ALPHA-MPP) {UBIQUINOL-CYTOCHROME C REDUCTASE SUBUNIT II) 
>gi 1421956 1 pir | IS23558 mitochondrial processing peptidase 
(EC 3.4.99.41) alpha chain precursor - potato 
>gi|21493|emb|CAA46990| (X66284) mitochondrial processing 
peptidase [Solanum tuberosum] 

191694 

4682_2.R1039 
LIB3166-032-P1-K1-C12 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



191695 

4683_1.R1039 

LIB3083-072-Q1-L1-H6 

BLASTX 

g3868758 

1066 

1.0e-160 

420 
67 

(D89802) elongation factor IB gamma [Oryza sativa] 
191696 

4683_7.R1039 

LIB3196-054-P1-M1-E7 

BLASTX 

g2160158 



25640 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



197 

3.0e-15 

48 
77 

(AC000132) Similar to elongation factor 1-gamma 

(gb | EF1G_XENLA) . ESTs gb | T20564 , gb | T4594 0, gb | T04527 come 

from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



191697 

4690J..R1039 
uC-gsflnu33B012e01bl 



Seq. No. 
Contig ID 
5 '-most EST 



191698 

4690_2.R1039 
LIB3083-056-Q1-L1-C4 



Seq. No. 
Contig ID 
5' -most EST 



191699 

4691JL.R1039 
g5048763 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191700 

4693JL.R1039 

uC-gsflnu33B130al0bl 

BLASTX 

g3158476 

1307 

1.0e-145 

285 

87 

(AF067185) aquaporin 



2 [Samanea saman] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191701 

4693_2.R1039 

uC-gsflnu33B083f05bl 

BLASTX 

g886100 

700 

9.0e-74 

154 

86 

(U27347) putative water channel protein; plasmalemma 
intrinsic protein; similar to Arabidopsis Pip2a gene 
product, PIR Accession Number S44084 [Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191702 

4693_3.R1039 

uC-gsronu33B136a09bl 

BLASTX 

g21699 

152 

1.0e-09 

35 

77 

(X66013) cathepsin B 



[Triticum aestivum] 



Seq. No. 
Contig ID 



191703 

4693 4.R1039 



25641 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-027-Q1-K1-G2 

BLASTX 

g3158476 

656 

7.0e-69 

145 

86 

(AF067185) aquaporin 2 [Samanea saman] 



191704 

4693_5.R1039 

LIB3120-007-Q1-K1-B5 

BLASTX 

g3158476 

436 

6.0e-43 

93 

87 

(AF067185) aquaporin 



2 [Samanea saman] 



191705 

4693J7.R1039 

LIB3135-012-Q1-K1-H8 

BLASTX 

gl657948 

411 

5.0e-40 

89 

88 

(U734 66) MipC [Mesembryanthemum crystal linum] 
191706 

4694JL.R1039 

g5049873 

BLASTX 

g4538975 

318 

6.0e-29 

109 

61 

(AL049487) putative protein [Arabidopsis thaliana] 
191707 

4697JL.R1039 
uC-gsronu33bll2a07bl 

191708 

4698_1.R1039 

LIB3189-013-P1-K1-H8 

BLASTX 

g 4454014 

347 

2.0e-32 

173 

46 

(AL035396) putative protein [Arabidopsis thaliana] 



25642 



JC^i IN \J • 


1 Q1 7PIQ 

± ¥ J. / U5 


Contig ID 


4699 1.R1039 


5' -most EST 


g5047982 


oeq. NO. 




Contig ID 


4700 1.R1039 


5 '-most EST 


LIB3120-022-Q1-K1-D4 


OCvJ[ • NO . 


1 Q1 71 1 


^OllUXy ±U 


A7H9 1 PI fl"3Q 


3 ILIO O L IjOI 


LIojUoj UUZ yi"Ll"EiO 


oeg, no. 


iy i / iz 


uonng id 


4 /(Jo 1 . Riujy 


C, t rn Aof 17 Q rn 
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LlooUoj-lUo Ll-UJ 






NPRT (IT 




BLAST score 


151 


E value 


4.0e-09 


Match length 


228 


% identity 


9 


NCBI Description 


MICRONUCLEAR LINKER HISTONE 



POLYPROTEIN (MIC LH) [CONTAINS: 
LINKER HISTONE PROTEINS ALPHA, BETA, DELTA AND GAMMA] 
>gi| 161804 (M87306) micronuclear linker histone polyprotein 
[Tetrahymena thermophila] 



Seq. No. 


191713 


Contig ID 


4703 2.R1039 


5' -most EST 


LIB3083-078-Q1-L1-C7 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


163 


E value 


3.0e-86 


Match length 


730 


% identity 


53 


NCBI Description 


Gossypium barbadense 


Seq. No. 


191714 


Contig ID 


4703 3.R1039 


5 '-most EST 


LIB3083-060-Q1-L1-H7 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


267 


E value 


1.0e-148 


Match length 


865 


% identity 


50 


NCBI Description 


Gossypium barbadense 


Seq. No. 


191715 


Contig ID 


4703 5.R1039 


5' -most EST 


LIB3083-028-Q1-L1-G7 


Method 


BLASTN 


NCBI GI 


gll43223 


BLAST score 


192 


E value 


1.0e-103 


Match length 


496 


% identity 


38 



-2 gene, complete cds 



25643 



NCBI Description Gossypium barbadense FbLate-2 gene, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



191716 

4705_1.R1039 

g5049642 

BLASTX 

g2058282 

708 

1.0e-74 

164 

80 

(X97377) atranbpla 



[Arabidopsis thaliana] 



191717 

4705_2.R1039 

uC-gsflnu33B037e03bl 

BLASTX 

g2058282 

259 

5.0e-22 

66 

70 

(X97377) atranbpla [Arabidopsis thaliana] 
191718 

4705_3.R1039 

LIB3083-002-Q1-L1-E8 

BLASTX 

g2058282 

651 

7.0e-68 

156 

77 

(X97377) atranbpla [Arabidopsis thaliana] 
191719 

4707_1.R1039 
LIB3083-002-Q1-L1-F1 

191720 

4711J..R1039 

uC-gsflnu33B108c08bl 

BLASTX 

g4490737 

337 

1.0e-31 

97 

41 

(AL035708) putative protein [Arabidopsis thaliana] 
191721 

4713JL.R1039 

LIB3083-002-Q1-L1-F7 

BLASTX 

g!169012 

343 

3.0e-32 



25644 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



101 
70 

COP1 REGULATORY PROTEIN (FUSCA PROTEIN FUS1) >gi 1402685 
(L24437) regulatory protein [Arabidopsis thaliana] 

191722 

4716JL.R1039 

LIB3145-002-P1-K1-E1 

BLASTX 

g266945 

845 

1.0e-90 

190 
88 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 
>gi 1 100065 Ipir | IS19978 ribosomal protein L9 - garden pea 
>gi|20727 |embiCAA46273| (X65155) GA [Pisum sativum] 
>gi|127 9645|emb|CAA65987[ (X97322) ribosomal protein L9 
[Pisum sativum] 

191723 

4716_2.R1039 

g5047192 

BLASTX 

g266945 

844 

1.0e-90 

194 

85 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 
>gi 1 100065 Ipir | IS19978 ribosomal protein L9 - garden pea 
>gi|20727 | emb t CAA46273 | (X65155) GA [Pisum sativum] 
>gi|1279645|emb|CAA65987| (X97322) ribosomal protein L9 
[Pisum sativum] 

191724 

4716_3.R1039 

LIB3189-034-P1-K1-H7 

BLASTX 

g4539405 

799 

3.0e-85 

194 

81 

(AL049524) putative ribosomal protein L9, cytosolic 
[Arabidopsis thaliana] 

191725 

4726JL.R1039 

LIB3083-103-Q1-L1-D11 

BLASTX 

g4006886 

557 

2.0e-57 

122 

81 

(Z99708) putative protein [Arabidopsis thaliana] 



25645 
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Contia ID 


4728 1.R1039 




5 '-most EST 


g5050159 




Method 


BLASTX 




NCBI GI 


g2695711 
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5 '-most EST 


LIB3T35-051-O1-K1-A8 




Method 


BLASTX 




NCBI GI 


g2695711 
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LIB3T4 9-033-O1-K1-D10 






BLASTX 




NCBI GI 


gl353157 




BLAST score 


252 




E value 


2. Oe-21 




Match length 


177 




% identity 


31 




NCBI Description 


HYPOTHETICAL 108.5 KD PROTEIN 



6F6.2 IN CHROMOSOME II 
>gi | 3878900 | emb | CAA86774 | (Z46794) similar to vacuolar 
biogenesis protein (pep5) ; cDNA EST EMBL:D27614 comes from 
this gene; cDNA EST EMBL:D34974 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191729 

4731 1.R1Q39 

libS^-o.oz^i-^i-h2 , j , v 

gl80^65i 
358 

6.0e-34 

78 

82 

(Y10804) Ubiquitin activating enzyme El 



[Nicotiana tabacum] 



Seq. No. 

Contig^ ID 
5 F -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



191730 

4733JL.R1039 

LIB3083-002-Q1-L1-H4 

BLASTX 

gll4420 

2373 

0.0e+00 

518 



25646 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



91 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi 1 100882 |pir | | S11491 H+-transporting ATP synthase (EC 
3.6.1.34) beta chain, mitochondrial - maize 
>gi|22173|emb|CAA38140| (X54233) ATPase Fl subunit protein 
[Zea mays] >gi 1897618 (M36087) F-l-ATPase subunit 2 [Zea 
mays] 

191731 

4733_3.R1039 

LIB3165-006-P1-K1-D11 

BLASTX 

g231586 

274 

4.0e-24 

57 

95 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi|82027 |pir||S20504 H+-transporting ATP synthase (EC 
3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi|18831|emb|CAA41401I (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

191732 

4733__4.R1039 

LIB3145-007-Q1-K1-F6 

BLASTX 

g231586 

513 

5.0e-52 

107 

95 

ATP SYNTHASE BETA CHAIN, MITOCHONDRIAL PRECURSOR 
>gi| 82027 |pir | IS20504 H+-transporting ATP synthase (EC 
3.6.1.34) beta chain, mitochondrial - Para rubber tree 
>gi|18831|emb|CAA41401| (X58498) mitochondrial ATP synthase 
beta-subunit [Hevea brasiliensis] 

191733 

4735_1.R1039 

g5j04 6872 - , 

BLASTX - " - 
g3395436 
393 

5.0e-46 

175 

53 

(AC004683) unknown protein [Arabidopsis thaliana] 
191734 

4739JL.R1039 

LIB3197-047-Q1-M1-B3 

BLASTX 

g3213227 

291 

9.0e-26 

200 



25647 



% identity 32 / 

NCBI Description (AF035209) putative v- SNARE Vtila [Mus musculus] 

>gi | 3421062 (AF035823) 29-kDa Golgi SNARE [Mus musculus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
■5' -most EST 



191735 

4739_2.R1039 

LIB3083-028-Q1-L1-G6 

BLASTX 

g3213227 

151 

8-0e-10 

90 
32 

(AF035209) putative v-SNARE Vtila [Mus musculus] 

>gi 1 3421062 (AF035823) 29-kDa Golgi SNARE [Mus musculus] 

191736 

4742JL.R1039 

uC- gs f Imaxxa 047c02bl 

BLASTX 

g2459429 

800 

3.0e-85 

201 

71 

(AC002332) unknown protein [Arabidopsis thaliana] 
191737 

4743JL.R1039 

LIB3083-101-Q1-L1-E7 

BLASTX 

g4510383 

342 

5.0e-32 

112 

64 

(AC007017) unknown protein [Arabidopsis thaliana] 
191738 

4747_1.R1039 

LIB3149-056-Q1-K1tF8 ■„ - " ' ^ v 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



191739 

4748_1.R1039 

LIB3083-006-Q1-L1-B12 

BLASTX 

g2760332 

193 

6.0e-15 

77 
29 

(AC002130) F1N21.17 [Arabidopsis thaliana] 
191740 

4750JL.R1039 

uC-gsflnu33B140cllbl 

BLASTX 



25648 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



O 

g643469 
808 

2. Oe-86 

253 

61 

(U19886) 



unknown [Lycopersicon esculentum] 



191741 

4751_1.R1039 

LIB3083-006-Q1-L1-B5 

BLASTX 

g4512659 

422 

2.0e-41 

176 

54 

(AC006931) putative protein kinase 
>gi | 4544465 | gb | AAD22372 . 1 | AC006580_ 



[Arabidopsis thaliana] 
4 (AC006580) putative 



protein kinase [Arabidopsis thaliana] 
191742 

4753_1.R1039 

LIB3272-017-P1-K1-F1 

BLASTX 

g4538911 

350 

2.0e-4 9 

259 

46 

(AL049482) hypothetical protein [Arabidopsis thaliana] 
191743 

4755_1.R1039 

uC-gsronu33B004al0bl 

BLASTX 

g3341693 

152 

1.0e-09 

79 

39 

(AC003672) unknown protein [Arabidopsis thaliana J 
191744 

4763_1.R1039 

g5050297 

BLASTX 

g2961384 

703 

4.0e-74 

223 
57 

(AL022141) aldehyde dehydrogenase like protein [Arabidopsis 
thaliana] 

191745 

4764_1.R1039 
LIB3145-017-Q1-K1-A3 



25649 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3367534 

1177 

1.0e-129 

265 
84 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb|U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191746 

4764_2.R1039 

LIB3197-021-Q1-M1-E3 

BLASTX 

g3367534 

383 

4.0e-63 

151 
80 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb|U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191747 

4764_3.R1039 

LIB3147-058-Q1-K1-C11 

BLASTX 

g4567286 

514 

3.0e-60 

141 

82 

(AC006841) 
thaliana] 



putative coatomer alpha subunit [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191748 

4764_4.R1039 

uC-gsronu33B060fllbl 

BLASTX 

g3367534 

662 

1.0e-69 

160 

81 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb|U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



191749 

4766_1.R1039 

g5049446 

BLASTX 

gl076621 

555 

9.0e-57 

132 

77 



25650 



NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cytochrome b5 - common tobacco >gi | 296386 | emb | CAA50575 | 
(X71441) cytochrome b5 [Nicotiana tabacum] 

191750 

4766_2.R1039 

uC-gsronu33B038g02bl 

BLASTX 

gl076621 

615 

1.0e-63 

132 
85 

cytochrome b5 - common tobacco >gi | 296386 | emb | CAA5057 5 | 
(X71441) cytochrome b5 [Nicotiana tabacum] 
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NCBI Description 


(UoyoJi) cold-stress 
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5 1 -most EST 
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Method 


BLASTN 
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D-LiiDi score 
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E value 


o . Ue-14 


Match length 


106 


% identity 
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00 


NCBI Description 


Lavatera thuringiaca 




complete cds 


Seq. No. 


191753 


Contig ID 


4770 1.R1039 


5 1 -most EST 


LIB3083-064-Q1-L1-E3 


Method 


BLASTX 


NCBI GI 


g4262186 


BLAST score 


716 


E value 


7.0e-76 


Match length 


173 


% identity 


77 


NCBI Description 


(AC005508) Highly sim 




thaliana] 


Seq. No. 


191754 


Contig ID 


4772 1.R1039 


5' -most EST 


LIB3083-006-Q1-L1-D4 


Method 


BLASTX 


NCBI GI 


g2739366 


BLAST score 


175 


E value 


1.0e-12 



(LtCorl8) mRNA, 



3 [Arabidopsis 



25651 



• 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



90 
39 

(AC002505) SF16 like protein [Arabidopsis thaliana] 



191755 

4773JL.R1039 

g5050672 

BLASTX 

g2842490 

386 

4.0e-37 

174 
50 

(AL021749) heat-shock protein 



[Arabidopsis thaliana] 



191756 

4778JL.R1039 

g3326237 

BLASTX 

g584794 

668 

6.0e-70 

226 

62 

PLASMA MEMBRANE AT PAS E 1 (PROTON PUMP) 

>gi|282953|pir||A41779 H+-transporting ATPase (EC 3.6.1.35) 
- curled-leaved tobacco >gi 1170289 (M80489) plasma membrane 
H+ ATPase [Nicotiana plumbaginif olia] 

191757 

4778_3.R1039 

LIB3083-021-Q1-L1-B2 

BLASTX 

g218179 

300 

8.0e-42 

122 

75 

(D10207) H-ATPase [Oryza sativa] >gi | 444339 | prf | | 1906387A H 
ATPase [Oryza sativa] 

191758 - * 

4780_1.R1039 

LIB3272-021-P1-K1-G9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191759 

4786_1.R1039 

g5046537 

BLASTX 

g2511689 

1177 

1.0e-129 

319 

68 

(Z99952) cysteine proteinase precursor [Phaseolus vulgaris] 



Seq. No. 



191760 
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NCBI Description 


(AL035440) putative protein [Arabidopsis 
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5 '-most EST 


g5044575 


Method 


BLASTX 


NCBI GI 


g3851636 


BLAST score 


837 


E value 


9.0e-90 



clone M7J2 



25653 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 



190 
84 

(AF098519) unknown [Avicennia marina] >gi 14128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

191766 

4793_2.R1039 

LIB3197-013-P1-M1-G9 

BLASTX 

g3851636 

834 

1.0e-89 

190 

83 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi 14128206 
40S ribosome protein S7 [Avicennia marina] 



191767 

4793_3.R1039 

LIB3272-048-P1-K1-E6 

BLASTX 

g3851636 

841 

3.0e-90 

190 

84 

(AF098519) unknown [Avicennia marina] >gi 14128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 

191768 

4793_5.R1039 

uC-gsronu33B036h04bl 

BLASTX 

g3851636 

311 

2.0e-28 

74 
80 

(AF098519) 
(AF056316) 



unknown [Avicennia marina] >gi 14128206 
40S ribosome protein S7 [Avicennia marina] 



191769 

4795JL.R1039 

LIB3083-082-Q1-L1-E4 

BLASTX 

g2098709 

1727 

0.0e+00 

424 

76 

(U82975) pectinesterase [Citrus sinensis] 
191770 

4797JL.R1039 

LIB3197-060-Q1-M1-A2 

BLASTX 

g586076 



25654 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2198 
0.0e+00 
432 
96 

TUBULIN BETA-1 CHAIN >gi | 486734 |pir | IS35142 tubulin beta 
chain - white lupine >gi | 402636 | emb | CAA4 9736 | (X70184) Beta 
tubulin 1 [Lupinus albus] 

191771 

4797_2.R1039 

LIB3189-030-P1-K1-F4 

BLASTX 

g2827753 

523 

4.0e-53 

100 

99 

TUBULIN BETA CHAIN >gi 11490665 (U64029) beta-tubulin 1 
[Daucus carota] 

191772 

4797__3.R1039 

LIB3197-021-Q1-M1-D9 

BLASTX 

g586076 

715 

8.0e-76 

139 

91 

TUBULIN BETA-1 CHAIN >gi | 486734 | pir | | S35142 tubulin beta 
chain - white lupine >gi | 402636 | emb | CAA4 9736 | (X70184) Beta 
tubulin 1 [Lupinus albus] 

191773 

4801JL.R1039 

g5048386 

BLASTX 

g2270994 

234 

4.0e-40 

146 

55 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
191774 

4802JL.R1039 

g5045500 

BLASTX 

g2494299 

698 

1.0e-73 

221 
67 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 BETA SUBUNIT 
(EIF-2-BETA) >gi| 1732361 (U80269) translation initiation 
factor 2 beta [Malus domestica] 



25655 



Seq. No. 


191775 


Contig ID 


4807 1.R1039 


5 '-most EST 


g5047333 


Method 


BLASTX 


NCBI GI 


g4091008 


BLAST score 


678 


E value 


3. Oe-71 


Match length 


230 


% identity 


58 


NCBI D^sfrinti nn 


fAF04070fn TTiPthi nn vl — tRNA ^vnthpta^P fCirvra qsh-i val 

\ ■iii- W T w 1 \J \J ] ILL? «L U i\LNJT. oyiiLilC LaOC \_ vi _y Zi Ci od LX Vd J 


Sea. No 


191776 


Contig ID 


4810 1 R1039 


5 1 -most EST 


LIB3083-006-O1-L1-G8 


Method 


BLASTX 


NCBI GI 


g3786005 


BLAST score 


547 


E value 


7.0e-59 


Match length 


172 


% identity 


39 


NCBI Description 


^AC00S4QQ^ Tin f" ;=i 1~ i TTf* nnn^Tihoea'hha'n^l ami no 
\ jt 7 j y pucaLivc jjiiuopiiuc uiicLiiw_Lct.iii_L.Lit; 




put" 1 rivl \/1 f ranq fpra<!P rflrphi Hnn<? iq fhal -i anal 


Sea No 


191777 


Pontia TD 


481 5 1 R1 fHQ 


5 ' —most EST 


LIB^TTfi^-l 04-01 -T.I -OR 


Method 


BLASTX 


NCBI GI 


gl076315 


BLAST score 


332 


E value 


7.0e-31 


Match length 


174 


% identity 


42 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



cytochrome P450 - Arabidopsis thaliana 
>gi|853719|emb|CAA60793| (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi | 871988 | emb | CAA60794 | (X87368) 
CYP90 protein [Arabidopsis thaliana] 



.R1039 

S-056-Q1-L1-E7 



191778 
4816JL.J 
LIB3083- 
BLASTX 
gl542941 
360 

8.0e-34 

111 

71 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 
191779 

4816_3.R1039 

LIB3147-042-Q1-K1-D1 

BLASTX 

g4262226 

253 

2.0e-21 

171 
44 



25656 



NCBI Description (AC006200) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



191780 

4818JL.R1039 

uC-gsronu33B031dl2bl 

BLASTX 

g4539389 

403 

2.0e-39 

138 

64 

(AL035526) putative protein kinase [Arabidopsis thaliana] 
191781 

4824_1.R1039 

g5044863 

BLASTX 

g4006890 

787 

6.0e-84 

182 

80 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 

191782 

4824__2.R1039 

uC-gsronu33B124h01bl 

BLASTX 

g4006890 

818 

1.0e-87 

179 

87 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 

191783 

4824J3.R1039 

LIB3149-035-Q1-K1-H5 

BLASTX 

g4006890 

540 

3.0e-55 

105 

90 

(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 

191784 

4827_1.R1039 

LIB3165-013-P1-K1-E4 * 

BLASTX 

g2642448 

256 

2.0e-22 
163 



25657 




% identity 15 

NCBI Description (AC002391) hypothetical protein [Arabidopsis thaliana] 

>gi 1 3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 


191785 






S'-most EST 


a5048067 

w V T V V V 1 


Method 


BLASTX 


NFfRT (IT 


rr^l 9ft1 7^ 


BLAST score 


181 


"P 1 *tra 1 no 

J-i Val LLC 




Lud Loll -LfcJliy LI1 


1 on 


%. \ H +* i f* v 


39 


NCBI Descriotion 


( AC004 S 0 1 1 nn known nrrit pi n r AtsVj "i Hnni^ i tha 1 i ^nal 


Seq. No. 


191786 


Poirh i rr TD 

^UllLXLj J. U 


4ft i ri rn q 


•*J LuXJ O L. Hi O i- 


u.v^ yoixiiuj Jul ii,uu jjji 


MpthoH 


RT.A^TX 
ounu ± i\ 






IJ-Lj.fl.kJ J. DLUIC 


78f) 


IT* TT 3 1 lift 




Match length 






O -7 






Qpn Kin 


1 Q1 7ft7 

X _7 X / O / 




1 U J -? X i 1\IUJ J 


5' -most EST 


uC-gsflnu33B008fl2bl 


Method 


BLASTX 


MpRT (IT 


rrll 7444ft 
yxx / *£*i *i 0 


DiinOl oLUIc 


71 ^ 


E value 


4 Hq-7 R 


a "I - Vl 1 4— 

l v iaLOXl xoiiyL.il 




0 -LUciiLJ- L.y 


Ox 


Di\^D± uescnpLion 


IKiUNbijUUUN-AbbU^xAl ii. 1J FKUlhxIN, ALr nA bUBUlNxI FRiijCURbOR 




l 'P'D 7\ D 7\ T DtJ7\ \ /OTPMAT CC/^rTTPMO TT 1 DT?r l DnrTiriD 7\ T T>TT7\ onnnMT rn \ 

\ IKAr-Alji-'iiiiJ tolVjlN/Uj bbyUiiiJNOhi KhLhriUK ALlrnA bUBUNIx) 




^Dorv i^irriH.; ^gi i o^i / jyi vlozuxo; axpna~suDuni z. f punatuvc 




r 1\ rphi H r\T\ c; -! q -f-Vial i anal 

.[JlLaL'XU.UpoXO L-llClXXctllCl J 


Sea No 


191788 


Contig ID 


4839 2.R1039 


S'-most EST 


LIB3196-049-P1-M1-C10 


Method 


BLASTX 


NCBI GI 


gll74448 


BLAST score 


328 


E value 


2.0e-30 


Match length 


121 


% identity 


58 


NCBI Description 


TRANSLOCON-ASSOCIATED PROTEIN, ALPHA SUBUNIT PRECURSOR 




(TRAP-ALPHA) (SIGNAL SEQUENCE RECEPTOR ALPHA SUBUNIT) 



(SSR-ALPHA) >gi | 547391 (L32016) alpha-subunit ; putative 
[Arabidopsis thaliana] 



Seq. No. 191789 
Contig ID 4840 1.R1039 



25658 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



LIB3083-007-Q1-L1-E3 

BLASTX 

g3175990 

862 

7.0e-93 

212 

76 

(AJ005836) GDP dissociation inhibitor [Cicer arietinum] 
191790 

4842J..R1039 
LIB3145-015-Q1-K1-A11 



Seq. No. 
Contig ID 
5 '-most EST 



191791 

4845JL.R1039 
LIB3083-113-Q1-L1-E8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



191792 

4847_1.R1039 

uC-gsronu33B077gllbl 

BLASTX 

gl632831 

666 

7.0e-70 

142 

92 

(Z49698) orf [Ricinus communis] 
191793 

4847_2.R1039 

LIB3148-022-Q1-K1-F3 

BLASTX 

gl632831 

147 

4.0e-10 

41 

71 

(Z49698) orf [Ricinus communis] 
191794 

4849_1.R1039 

LIB3083-099-Q1-L1-E6 

BLASTX 

g2129473 

407 

2.0e-39 

197 

46 

arabinogalactan-like protein - loblolly pine >gi 1607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

191795 

4850_1.R1039 

LIB3083-007-Q1-L1-D12 

BLASTX 

g3335359 

586 



25659 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



3.0e-63 

149 

81 

(AC003028) unknown protein [Arabidopsis thaliana] 
191796 

4852_1.R1039 

uC-gsronu33B166al0b2 

BLASTX 

g3482974 

928 

1.0e-100 

214 
84 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 

191797 

4855JL.R1039 

LIB3083-007-Q1-L1-D7 

BLASTX 

g4455234 

301 

1.0e-30 

141 

52 

(AL035523) putative protein [Arabidopsis thaliana] 
191798 

4860JL.R1039 

g5049822 

BLASTX 

g3608141 

171 

1.0e-ll 

149 

38 

(AC005314) unknown protein [Arabidopsis thaliana] 
191799 

4869_1.R1039 

LIB3145-052-Q1-K1-G8 

BLASTX 

g2129597 

689 

1.0e-72 

142 
92 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi| 1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi 11293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

191800 

4870JL.R1039 

LIB3083-007-Q1-L1-F10 

BLASTX 



25660 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



g3695388 
248 

9.0e-21 

91 

48 

(AF096371) No definition line found [Arabidopsis thaliana] 
191801 

4871JL.R1039 

LIB3083-090-Q1-L1-A9 

BLASTX 

g3885328 

647 

2.0e-67 

277 

47 

(AC005623) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

191802 

4873_1.R1039 

uC-gsflnu33B072dl2bl 

BLASTX 

gl346735 

2455 

0.0e+00 

553 

84 

2, 3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOS PHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 
>gi|1076562|pir| IS49647 phosphoglycerate mutase (EC 
5.4.2.1) - castor bean >gi | 474170 | emb | CAA4 9995 | (X70652) 
phosphoglycerate mutase [Ricinus communis] 

191803 

4873_2.R1039 

LIB3147-027-Q1-K1-F8 

BLASTX 

gl346735 

323 

9.0e-30 

100 
64 

2 , 3 -BISPHOS PHOGLYCERATE- INDEPENDENT PHOSPHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG-INDEPENDENT PGAM) (PGAM-I) 
>gi|1076562|pir| IS49647 phosphoglycerate mutase (EC 
5.4.2.1) - castor bean >gi | 474170 | emb | CAA4 9995 | (X70652) 
phosphoglycerate mutase [Ricinus communis] 

191804 

4873_3.R1039 

LIB3145-050-Q1-K1-C6 

BLASTX 

gl346735 

405 

2.0e-39 
117 



25661 



% identity 

NCBI Description 



O 



68 

2,3-BISPHOSPHOGLYCERATE-INDEPENDENT PHOS PHOGLYCERATE MUTASE 
(PHOSPHOGLYCEROMUTASE) (BPG- INDEPENDENT PGAM) (PGAM-I) 
>gi|1076562|pir| IS49647 phosphoglycerate mutase (EC 
5.4.2.1) - castor bean >gi | 474170 I emb I CAA49995 | (X70652) 
phosphoglycerate mutase [Ricinus communis] 



Seq. No. 


191805 


Contig ID 


4874 1.R1039 


5 '-most EST 


LIB3120-019-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


al706958 


BLAST score 


1191 


E value 


X • W C 1 Ji 


Match length 


293 


& i ripnt i fv 


77 


J— ' X UC O \*r X, -X. L/ L. _L L/ll 


^ujotoi j uciiuiosc syntiiaS 


Seer. No. 


191R06 


Contig ID 


4875 1 R1039 


5 '-most EST 


LIB3I20-024-Q1-K1-C4 


Sfsrr No 


1 Q1 P07 


rnnf i a Tn 


/ppc 1 pi n^Q 


R 1 -TDOQt" T7 C rp 
•J 1LIW o L. DOi 


uu -gsiinujjDU (D^nu^Di 










oLiiioi score 


O A A 


E value 


z . ue— z u 




Xft / 


% ident i f v 


41 


NCBI Description 


(AL035679) putative recept 




[Arabidopsis thaliana] 


Sea No 




Contig ID 


4886 1.R1039 


5 '-most EST 


LIB3145-055-Q1-K1-A9 


Me^thofi 


RT.ZVqrny 
OlxrlO 1 


NCBI GI 


rr^91 9116 


BLAST ^rnrp 


_? u 


F, va 1 no 






1 97 


§: 4 Hon *r" "i -Hw 


ft O 




tii/oyoj preroictin suounit 


Seq. No. 


191809 


Contig ID 


4888 1.R1039 


5 '-most EST 


uC-gsflnu33B084a04bl 


Seq. No. 


191810 


Contig ID 


4890 1.R1039 


5' -most EST 


LIB3083-027-Q1-L1-A3 


Method 


BLASTX 


NCBI GI 


g481762 


BLAST score 


371 


E value 


5.0e-35 


Match length 


347 



[Gossypium hirsutum] 



2 [Mus musculus] 



25662 



o 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



31 

beta-adaptin 1 - fruit fly (Drosophila melanogaster) 
>gi|434902|emb|CAA53509| (X75910) beta-adaptin Drosophila 1 
[Drosophila melanogaster] 

191811 

4892JL.R1039 

LIB3083-060-Q1-L1-A1 

BLASTX 

gl370196 

750 

1.0e-79 

175 
85 

(Z73947) RAB8D [Lotus japonicus] 
191812 

4895JL.R1039 

g5044921 

BLASTX 

g2642443 

965 

1.0e-104 

509 

39 

(AC002391) putative cytochrome P450 [Arabidopsis thaliana] 
191813 

4896_1.R1039 
LIB3189-018-P1-K1-D1 

191814 

4896_2.R1039 
LIB3083-007-Q1-L1-H8 

191815 

4898JL.R1039 

LIB3083-008-Q1-L1-A10 

BLASTX 

gl33872 

1582 

1.0e-177 

392 

82 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 
>gi|282838|pir||S26494 ribosomal protein SI, chloroplast - 
spinach >gi | 322404 |pir | IA44121 small subunit ribosomal 
protein CS1, CS-S2 - spinach >gi 1 18060 | emb | CAA4 6927 | 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi 1 170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 

191816 

4899_1.R1039 

LIB3146-042-Q1-K1-A8 

BLASTX 

g2341041 



25663 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



222 

7.0e-39 

141 

62 

(AC000104) Arabidopsis thaliana putative ethylene receptor 
(ERS2) gene (gb | AF047976) . EST gb|W43451 comes from this 
gene. [Arabidopsis thaliana] >gi | 3687656 (AF047976) 
putative ethylene receptor; ERS2 [Arabidopsis thaliana] 



Seq. No. 


191817 


Contig ID 


4901 1 RIO "39 


5 ' -most EST 




Method 


BLASTX 


NCBI QT 

J. 1 * \s L-f X \J X 


y ^, X _7U -J *± / 


I_J J_l .Tl.0 ± Ot—UXt; 




E value 


1 Op-61 


Match length 


201 


% identity 


57 


NCBI Description 


(AC001229) ESTs 




yjj i 14 j^i jO / yjj i iojID/ go | iNo^t :? 




iiwii Liiio yeiie. L cLU J-<j.\jy) o 




1 Q1 ft 1 ft 


Contia ID 




<J lllvJo L LOl 


Liooiy /— u^U— Ml— bo 






NCBI GI 


rr4 967 1 


BLAST scorp 


179 

X / ,7 


E -value 


1.0e-12 


Match length 


45 


% "i de^nt *i t v 


71 

/ X 


NCBI Description 


V-fiV^VJU U ,7,J x J Uil JS.I1UW.11 piOtclil 




X _/XO X^7 


Contia ID 


Tt^VJU • ±\X U «J -7 


J XLlUoU JQjOx 


rr^n^ffl HQ 

gou*t oiUo 




xji_iriO 1 A 


U X X 


rr4M 9 67 V 


BLAST score 


131 


E value 


2.0e-10 


Match length 


37 


% idpnt i i~ v 


u u 


NCBI Description 




Seq. No. 


191820 


Contig ID 


4906 3.R1039 


5' -most EST 


LIB3197-007-P1-M1-H4 


Method 


BLASTX 


NCBI GI 


g4512671 


BLAST score 


377 


E value 


1.0e-35 


Match length 


110 


% identity 


65 


NCBI Description 


(AC006931) unknown protein 


Seq. No. 


191821 


Contig ID 


4907 1.R1039 



25664 



5 '-most EST 


ill 

g3326072 


Method 


BLASTX 


NCBI GI 


g4234941 


BLAST score 


700 


E value 


1.0e-84 


Match length 


201 


% identity 


83 


NCBI Description 


(AF097938 



• 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



cytosolic phosphoglucomutase [Populus tremula x 
Populus tremuloides] 

191822 

4910JL.R1039 

uC-gsflmaxxa!19a02bl 

BLASTX 

g2497753 

376 

1.0e-35 

123 
55 

NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi| 1321915|emb|CAA65477| (X96716) lipid transfer protein 
[Prunus dulcis] 

191823 

4910^2. R1039 

LIB3146-012-Q1-K1-A1 

BLASTX 

g2497753 

176 

4.0e-24 

124 

50 

NONSPECIFIC LIPID-TRANSFER PROTEIN 3 PRECURSOR (LTP 3) 
>gi|1321915|embICAA65477| (X96716) lipid transfer protein 
[Prunus dulcis] 

191824 

4911JL.R1039 

LIB3083-008-Q1-L1-D12 

BLASTX 

g2213602 

310 

5.0e-28 

152 

49 

(AC000348) T7N9.22 [Arabidopsis thaliana] 
191825 

4914_1.R1039 

uC-gsflnu33B135d05bl 

BLASTX 

g2129613 

164 

2.0e-ll 

116 
43 

homeotic protein BEL1 - Arabidopsis thaliana >gi 11122533 



25665 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U39944) BELLI [Arabidopsis thaliana] 
191826 

4917_1.R1039 

LIB3083-079-Q1-L1-C10 

BLASTX 

gll71577 

313 

2.0e-28 

174 

36 

(X95343) hypersensitivity-related gene 



[Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191827 

4919JL.R1039 

g5049026 

BLASTX 

g4006848 

361 

3.0e-34 

141 
52 

(AJ131433) selenocysteine methyltransferase [Astragalus 
bisulcatus] 



beq. No. 


1 rti o o o 




Pnnt" i rr T D 
\^WIL 1 l y J. \J 


4921 1.R1039 




5' -most EST 


LIB3272-020-P1-K1-A10 




Method 


BLASTX 




NCBI GI 


gl657948 




BLAST score 


621 




E value 


1.0e-64 




Match length 


128 




% identity 


91 




NCBI Description 


(U73466) MipC [Mesembryanthemum 


crystallinum] 


Seq. No. 


191829 




Contig ID 


4921_2.R1039 




5' -most EST 


uC-gsronu33B038e07bl 




Method 


BLASTX 




NCBI GI 


gl657948 




BLAST score 


1117 




E value 


1.0e-122 




Match length 


257 




% identity 


82 




NCBI Description 


(U73466) MipC [Mesembryanthemum 


crystallinum] 


Seq. No. 


191830 




Contig ID 


4922JL.R1039 




5 f -most EST 


uC-gsronu33B036e02bl 




Method 


BLASTX 




NCBI GI 


gl408471 




BLAST score 


631 




E value 


2.0e-65 




Match length 


139 




% identity 


83 




NCBI Description 


(U48938) actin depolymerizing factor 1 [Arabidopsis 



25666 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



thaliana] >gi 13851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

191831 

4922^4. R1039 

LIB314 9-055-Q1-K1-B5 

BLASTX 

gl408471 

158 

1.0e-10 

39 

82 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi| 3851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

191832 

4922_5.R1039 

LIB3147-023-Q1-K1-E7 

BLASTX 

gl408471 

484 

1.0e-48 

141 

67 

(U48938) actin depolymerizing factor 1 [Arabidopsis 
thaliana] >gi 13851707 (AF102173) actin depolymerizing 
factor 1 [Arabidopsis thaliana] 

191833 

4923JL.R1039 

LIB3083-076-Q1-L1-F1 

BLASTX 

gl729980 

531 

4.0e-54 

117 

79 

THAUMAT IN-LIKE PROTEIN PRECURSOR >gi | 2129751 1 pir | | S71175 
thaumatin-like protein - Arabidopsis thaliana >gi 1536825 
(L34693) thaumatin-like protein [Arabidopsis thaliana] 
>gi|1094863|prf i I2106421A thaumatin-like protein 
[Arabidopsis thaliana] 

191834 

4926_1.R1039 

LIB3146-043-Q1-K1-C1 

BLASTX 

g4490727 

145 

7.0e-09 

209 
15 

(AL035709) putative protein [Arabidopsis thaliana] 
191835 

4928 1.R1039 



25667 



5 1 -most EST 


LIB3083-008-O1-L1-H9 


Method 


BLASTX 


NCBI GI 


g3212854 


BLAST score 


548 


TT va ] np 

l_l V GL-L. 




Match l^ncrth 


257 


% i d^nt "i t v 


59 




fZiPODAnnRA 1 1 t*i Vri /*m*tt"i nrnf on n r B rnKi /"sr*i one fVial i anal 
\£%\s\J\J t ±U\J*J ] Ullitllt/WIl ^Jx.vJLc_LIl [ r\L cLSJ 1 UOp S 1 S tliallanaj 




1 Q1 fi?fi 
1 JlO JO 


Pont 1 1 rr TTl 




S'-most EST 


LIB3T46-057-O1 -K1 -Hfi 


Method 


BLASTX 


NCBI GI 


a3927831 


BLAST score 


512 


E value 


5.0e-52 


Mstph 1 prirrfh 


137 


% identitv 


73 


NCBI Description 


(AC005727) similar to mouse ankyrin 3 [Arabidopsis 




thaliana] 




1 Q1 8^7 


Contig ID 


4934 1.R1039 


5 '-most EST 


LIB3147-013-Q1-K1-G12 


iJCU i IN <w> » 


l^IOJO 


Contig ID 


4934 2.R1039 


5 '-most EST 


LIB3189-005-P1-K1-D9 


OC^ « J.N • 




Contig ID 


4935 1.R1039 


5 1 -most EST 


LIB3145-015-Q1-K1-F6 




1 Q1 ft 4fi 




4Q*3fi 1 R1 D^Q 


O UlOSt. HjOI 


t Tn^no^— nriQ- ni _t i i 


JC^t IN \J • 


-L jIO ft JL 








nSn4ft^1 ^4 


Method 


BLASTN 


NCBI GI 




BLAST score 


192 


E value 


1.0e-103 




R4ft 


9; i H^n+* H +" \7 

O J. UCU L. J. L. 


84 


NCBI Description 


Arabidopsis thaliana rpll gene for RNA polymerase 




subunit (EC 2.7.7.6) 




-L .7 -LO ft 


Conticr ID 


- 4943 1 R1039 


<J IiLOSL. CiOl 


lilrSJUO J — UUi7~ yl _ lil (j3 


Seq. No. 


191843 


Contig ID 


4947_1.R1039 


5" -most EST 


uC-gsflmaxxa026e02bl 


Method 


BLASTX 



25668 



NCKE GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



g3114903 
1250 

1.0e-138 

308 
79 

(AJ005805) pcberl [Populus balsamifera subsp. 



trichocarpa] 



191844 

4947_2.R1039 

LIB3189-041-P1-K1-G12 

BLASTX 

g2935416 

650 

3.0e-68 

157 

80 

(AF0478 96) isoflavone reductase homolog [Betula pendula] 
191845 

4949_1.R1039 

uC-gs f ImaxxaO 9 6 f 1 Obi 

BLASTX 

g3859606 

687 

2.0e-72 

185 

70 

(AF104919) contains similarity to cysteine proteases (Pfam: 
PF00112, E=1.3e-79, N-l) [Arabidopsis thaliana] 

191846 

4949_2.R1039 

LIB3145-042-Q1-K1-A6 

BLASTX 

g3859606 

510 

1.0e-51 

156 

65 

(AF104919) contains similarity to cysteine proteases (Pfam: 
PF00112, E=1.3e-79, N=l) [Arabidopsis thaliana] 

191847 

4957_1.R1039 

g5046619 

BLASTX 

g4204575 

306 

3.0e-34 

120 
65 

(AF098510) cytochrome b5 DIF-F [Petunia x hybrida] 
191848 

4957_2.R1039 

LIB3146-003-P1-K1-A4 

BLASTX 



25669 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4204575 
411 

4,0e-40 

127 

63 

(AF098510) cytochrome b5 DIF-F [Petunia x hybrida] 
191849 

4960_1.R1039 

LIB3189-014-P1-K1-H8 

BLASTN 

g3421113 

107 

9.0e-53 

503 

80 

Arabidopsis thaliana 20S proteasome beta subunit PBD2 
(PBD2) mRNA, complete cds 

191850 

4961_1.R1039 

g5045502 

BLASTX 

g3881507 

336 

6.0e-39 

145 

52 

(Z47357) cDNA EST yk375c3.5 comes from this gene; cDNA EST 
yk375c3.3 comes from this gene [Caenorhabditis elegans] 



Seq. No. 


191851 


Contig ID 


4963 1.R1039 


5 '-most EST 


uC-gsronu33B158h02b2 


Method 


BLASTX 


NCBI GI 


g2961300 


BLAST score 


492 


E value 


2.0e-49 


Match length 


112 


% identity 


85 


NCBI Description 


(AJ225027 ) ribosomal 


Seq. No. 


191852 


Contig ID 


4963 2.R1039 


5 '-most EST 


LIB3147-057-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


g2961299 


BLAST score 


69 


E value 


2.0e-30 


Match length 


341 


% identity 


80 


NCBI Description 


Cicer arietinum mRNA 


Seq. No. 


191853 


Contig ID 


4963 3.R1039 


S'-most EST 


LIB3149-030-Q1-K1-A11 


Method 


BLASTX 



25670 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2961300 
236 

2.0e-37 

111 

77 

(AJ225027) ribosomal protein L24 [Cicer arietinum] 
191854 

4964_1.R1039 

LIB3083-051-Q1-L1-B8 

BLASTX 

g4263771 

149 

2.0e-09 

150 

28 

(AC006218) putative nonspecific lipid-transf er protein 
precursor [Arabidopsis thaliana] 

191855 

4968_1.R1039 

LIB3083-101-Q1-L1-E6 

BLASTX 

g3327868 

193 

1.0e-14 

171 

37 

(AB012912) COPl-Interacting Protein 7 (CIP7) [Arabidopsis 
thaliana] 



Seq. No. 


191856 


Contig ID 


4971_1.R1039 


S^most EST 


uC-gsf ImaxxaO 4 8h0 9bl 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


1799 


E value 


0.0e+00 


Match length 


421 


% identity 


78 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thali 


Seq. No. 


191857 


Contig ID 


4973 1.R1039 


5 '-most EST 


LIB3083-078-Q1-L1-F1 


Seq. No. 


191858 


Contig ID 


4981 1.R1039 


5' -most EST 


LIB3145-005-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2285792 


BLAST score 


397 


E value 


2.0e-48 


Match length 


157 


% identity 


66 


NCBI Description 


(AB004568) cyanase [Arabidopsis thaliana] 



>gi|3287503|dbj IBAA31224I (AB015748) cyanase [Arabidopsis 



25671 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 
Method 
NCBI GI 



thaliana] 
191859 

4982_1.R1039 
LIB3083-010-Q1-L1-F1 

191860 

4984JL.R1039 

LIB3135-008-Q1-K1-G7 

BLASTX 

g3548810 

619 

8.0e-64 

401 

40 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

191861 

4984_2.R1039 

LIB3166-019-P1-K1-C4 

BLASTX 

g2541876 

446 

8.0e-44 

290 

38 

(D26015) CND41, chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

191862 

4985_1.R1039 

g3326661 

BLASTX 

g4490342 

416 

1.0e-59 

261 

57 

(AL035656) putative protein [Arabidopsis thaliana] 
191863 

4996_1.R1039 

LIB3083-010-Q1-L1-H1 

BLASTX 

g4262226 

291 

4.0e-26 

101 

57 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
191864 

5010JL.R1039 

LIB3083-107-Q1-L1-A10 

BLASTX 

gl917019 



25672 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



988 

1.0e-107 

248 

79 

(U92045) ribosomal protein S6 RPS6-1 [Zea mays] 
191865 

5010_2.R1039 

uC-gsflnu33B129h01bl 

BLASTX 

g3123271 

527 

6.0e-54 

105 
93 

40S RIBOSOMAL PROTEIN S6 >gi | 2224751 | emb | CAA74381 | (Y14052) 
ribosomal protein S6 [Arabidopsis thaliana] 

191866 

5011_1.R1039 

uC-gsflnu33B084bl2bl 

BLASTX 

g!915974 

1381 

1.0e-153 
327 
83 

(U62329; 
(U64818] 



fructokinase [Lycopersicon esculentum] >gi 12102693 
fructokinase [Lycopersicon esculentum] 



191867 

5011_2.R1039 

uC-gsronu33B101c02bl 

BLASTX 

g585973 

585 

1.0e-60 

135 
87 

FRUCTOKINASE >gi | 626018 | pir | | S39997 fructokinase (EC 
2.7.1.4) - potato >gi|297015|emb|CAA78283| (Z12823) 
fructokinase [Solanum tuberosum] >gi | 1095321 IprfM 2108342A 
fructokinase [Solanum tuberosum] 

191868 

5025JLR1039 

g5048743 

BLASTX 

gl495251 

278 

2.0e-24 

122 

53 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
191869 

5026 1.R1039 



25673 



5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



LIB3197-026-Q1-M1-F9 

BLASTN 

g3046851 

35 

1.0e-09 

138 
45 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MIJ24, complete sequence [Arabidopsis thaliana] 

191870 

5026_3.R1039 
LIB3165-019-P1-K1-B1 



clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



191871 

5027_1.R1039 

uC-gs f lmaxxa 0 3 8 c 1 lb 1 

BLASTX 

g2765837 

254 

2.0e-21 

88 

68 

(Z96936) NAP16kDa protein [Arabidopsis thaliana] 
191872 

5028JL.R1039 

LIB3272-051-P1-K1-B11 

BLASTX 

gl815759 

272 

1.0e-23 

158 

39 

(U85499) pollen-specific protein [Phalaris coerulescens] 
191873 

5028_2.R1039 

LIB3083-114-Q1-L1-A8 

BLASTX 

gl25887 

193 

4.0e-20 

151 
40 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 
>gi|82092|pir||S04765 LAT52 protein precursor - tomato 
>gi|295812|emb|CAA33854| (X15855) LAT52 [Lycopersicon 
esculentum] 

191874 

5028_3.R1039 

uC-gsflnu33B050e07bl 

BLASTX 

gl25887 

158 

8.0e-13 



25674 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



116 
41 

ANTHER SPECIFIC LAT52 PROTEIN PRECURSOR 

>gi I 82092 | pir | IS04765 LAT52 protein precursor - tomato 

>gi|295812|emb|CAA33854| (X15855) LAT52 [Lycopersicon 

esculentum] 

191875 

5028_4.R1039 
LIB3272-010-P1-K1-E6 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



191876 

5028_6.R1039 

uC-gsronu33B047f03bl 

BLASTX 

gl815759 

192 

3.0e-14 

90 

39 

(U85499) pollen-specific protein [Phalaris coerulescens] 
191877 

5028_7.R1039 
LIB3146-033-Q1-K1-B1 

191878 

5029_1.R1039 

g5046976 

BLASTX 

g4097579 

914 

9.0e-99 

193 

88 

(U64922) NTGP1 [Nicotiana tabacum] 
191879 

5029_2.R1039 

uC-gsronu33B021a04bl 

BLASTX 

g4097579 

601 

2.0e-62 

124 

89 

(U64922) NTGP1 [Nicotiana tabacum] 
191880 

5033_1.R1039 
LIB3083-011-Q1-L1-G12 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



191881 

5035_1.R1039 

LIB3272-023-P1-K1-G6 

BLASTX 

g4558659 



25675 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



603 

1.0e-62 

145 
73 

(AC007063) unknown protein [Arabidopsis thaliana] 
191882 

5042JL.R1039 

uC-gsflnu33B109b08bl 

BLASTX 

g4406372 

175 

2.0e-12 

40 

82 

(AF109156) 
glomerata] 



thiosulfate sulfurtransferase [Datisca 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191883 

5043JL.R1039 
LIB3083-012-Q1-L1-A4 

191884 

5051_1.R1039 

LIB3083-012-Q1-L1-B2 

BLASTX 

g3047117 

689 

1.0e-72 

140 

92 

(AF058919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 

191885 

5052_1.R1039 

LIB3189-053-P1-K1-B5 

BLASTN 

g3643588 

35 

4.0e-10 

55 

91 

Arabidopsis thaliana chromosome II BAC F17H15 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

191886 

5054_1.R1039 

LIB3197-021-Q1-M1-B1 

BLASTX 

g3176098 

602 

2.0e-62 

180 

40 

(Y15036) annexin [Medicago truncatula] 



25676 




OCtJ* Vt\J * 


15100 / 


Pnnf "i rr TH 
UUliLJ.^ -L Lf 


rare: i ri rn q 


S ? -TT10«?f EST 


9-01 -T.I -R7 


Method 




NCBI GI 


g2244910 


BLAST score 


153 


T* 1 T7"^> 1 no 

J_i V CtlUC 


J. Uc X U 


1*1(3. L. Oil J-diy L-ll 


?4 
o *± 




ft R 


jnuo-l uescripLion 


(Z97339) unnamed protein product [Arabidopsis thalxana] 


uc(J[. 1NO • 


1 Q1 ft Pft 


r^/^Ti +- A rr TFl 


OUDj X.i\XUJ5i7 




t.trtT? c \— ons-m —ki -hp 

ij±ijo±oo uuo yi j\x no 


Mprhfifi 




NCBI GI 


g3925363 


BLAST score 


1016 


J_i vaxuc 


i np-1 1 1 

l.Uc XXX 


l Id L. Oil lClll^ Lu 


n 

Jly 


1j XU.cIll_XX.y 


D f± 




iHiuD/ j ox j noiueocioiuaxn protein [lxiaxus Qoiuesuxca j 


Ccirr KTr\ 

oey. ino. 


X i?Xo O 


fnnf i rr T Pi 

UOliCly 1U 


ouoy x.Kxuoy 




rrRO A Q^m9 

youfi yoji 


Lit: LiUJLl 


RT flQTV 
JDXifiO 1 A 


NCBI GI 


gl651828 


BLAST score 


751 


E value 


z . ue-oj 






% identity 


DO 


jNUox uescrxpr.xon 


(D90900) dihydrolipoamide dehydrogenase [Synechocystis 


oey, • wo • 


x y xo yu 


oonrxg lu 


Oil /X X . kxu 


CI t — mrvc-f- TT QT 1 
O lllvJo L Jl>0 1 


JjIDjUO o UX^ yX XiX UO 


L1C UixUU 


DlxriO X A 


NCBI GI 


g4490733 


BLAST score 


1106 


E value 


1 Ho— 1 91 


L v ia.i,oii j.eiiyL.n 


jjj 


15 lUcii Li cy 




lnl-ox uescripLion 


(AL035709) putative protein [Arabidopsis thaliana] 


oecj. iNO . 


1 Q1 QQ1 

x y xo y x 


ooncig lu 


jU /4 X . KXUJy 


O XUIUSL £jD1 


1iXdJUc3o~UX0 — yX~XjZ — UD 




Dxxrao 1 A 






BLAST score 


828 


E value 


5.0e-89 


Match length 


188 


% identity 


85 


NCBI Description 


ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO - LYAS E ) 



(ACONITASE) >gi|868003|dbj |BAA06108| (D29629) aconitase 
[Cucurbita sp.] 



25677 




Q p^rr Ma 


X _/ X O 


f nnf Art Tn 


J V/U4 1 . I\XU J J 


5 1 -mn^t - F^T 


LTFnT^-flfiO-OI -K1 -H7 
xixdjx j j u uu W-*- x\x n / 


Method 


BLASTX 


NCBI GI 


g4467147 


BLAST score 


810 


F Tra 1 n^a 

J_l V CJ. X U." 


X . UC <j u 


Match ] ^"nrfhh 


204 


% identity 


77 


NCBI Description 


(AL035540) putative protein [Arabidopsis thaliana] 


Sea. No. 


191893 


Pont \a TD 


JUO J X • £\X W J _/ 


R T — most* F^T 


t.tr^Ta Q— 047-ni — T«ri -n7 

XjXOJXI -7 vri / \£J- i\X -U / 
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Pnnf i rr T Pi 
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Method 


BLASTX 


NCBI GI 


gl69363 


BLAST score 


200 


F. V3 1 HA 
X_i V CI X IXC 


• UC X *J 






2- t rJorN-l- -i ft; 
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LXDJiOJ U*i / yi J\i 




DXinO X /\. 


NCBI GI 


g3559814 


BLAST score 


1973 


F. T7"^ 1 HP 




LXCLL.V^iX XC11U LU 


71 

/ X o 


% i dc^rit "i tv 

O _L 11L.X L- y 


82 


ri\sD± uesciipLion 


tixo/ox; uransKetoiase x L^apsicum annuumj 


Parr Tvlr» 




Crmf- 1 rr T Ft 
Vw-vJXX I Ly X Lf 




5 1 -most EST 


U.W yoiUuUJJDi JUCUJJJl 


Method 


BLASTN 


NCBI GI 


a4263694 


BLAST score 


42 


E value 


3.0e-14 


T\J[rh +* /-i V"i 1 oti \~\ 


1 QA 


o -Lv-Adiii — l y 


O *4 


INk/Di UcoCxipulOn 


Arabidopsis thaliana chromosome II BAC F22D22 genomi« 




sequence, complete sequence [Arabidopsis thaliana] 


ucy* XM w • 


1Q1Q Q7 


v_«kjiiuxy xu 




5 1 -most EST 


LIB30"83-012-Ol-Ll-F4 


Method 


BLASTX 


NCBI GI 


g3033380 


BLAST score 


816 


E value 


1.0e-126 


Match length 


288 



25678 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(AC004238) putative coatomer epsilon subunit [Arabidopsis 
thaliana] 

191898 

5099JL.R1039 

uC-gsflnu33B075c02bl 

BLASTN 

g3033373 

44 

4.0e-15 

337 

83 

Arabidopsis thaliana chromosome II BAC F19I3 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


191899 


uonrig lu 


OlUU l.RlUJy 


o —most boi 


uu-gstlmaxxaUoyruyDl 


Method 


BLASTX 


NCBI GI 


o *3 o o r o n 

g^ioooo9 


iDj-iAoi score 


XU4 / 


E value 


1 . Oe-114 


Match length 


o4o 


% identity 


OZ 


NCBI Description 


liii; uioo j J j kjni protsin 


Seq. No. 


191900 


contig ID 


Cl Aft o ni AQO 

3luu_z . RlUiy 


o -most c*bi 


t td"31 /I c noo ni tvi r^i o 

LlBol4 b-U Jo-Pl-Kl-ClZ 


Method 


BLASTX 


NCBI GI 


g2388689 


oii/ioi score 


ozo 


E value 


1 . Oe-53 


Match length 


128 


i> iaentiT-y 


7 Q 
/ i? 


NCBI Description 


(AF016633) GH1 protein 


Seq. No. 


191901 


Contig ID 


5100 3.R1039 


5' -most EST 


LIB3272-006-P1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2388689 


BLAST score 


185 


E value 


1.0e-13 


Match length 


61 


% identity 


66 


NCBI Description 


(AF016633) GH1 protein 


Seq. No. 


191902 


Contig ID 


5106 1.R1039 


5 '-most EST 


LIB3083-012-Q1-L1-G5 


Method 


BLASTX 


NCBI GI 


g2244861 


BLAST score 


272 


E value 


6.0e-24 


Match length 


105 



25679 



% identitv 


58 


NCBT Descrint ion 


{ Z 97 3 37 ) pi inn i <=? i n f At*s V*n Hotjci "hh^l i ansl 


Sea No 


191903 


Contia ID 


5107 1 R1039 


5 '-most EST 


LIB3165-032-P1-K1-D5 


Method 


BLASTX 


NCBI GI 


g2924325 


BLAST score 


307 


E value 


5 Oe-28 


Match length 


70 


% identitv 


80 


NCBI Description 


fZ93765^ h vnofh^t" \ pa 1 nrnfp i n TM^ Inq Hnmp c; f- 1 pa 

\ ^ — ' ' \J *J J 11 y \J L. 1 1 C L. J. v — d _L. ^JL U {_ 11 CI J- LLO vHJILIkS OL.-L.OGl 


Seq. No. 


191904 


Contia ID 


5109 1 R1039 


5 1 -most EST 


LIB3083-012-Q1-L1-G8 


Method 


BLASTX 


NCBI GI 


gll73200 


BLAST score 


154 


E value 


4 . 0e-10 


Match length 
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67 


NCRT Dp cirr "i nf* i on 
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BLAST score 
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E value 


7.0e-13 
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NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5 




K21C13, complete sequence [Arabidopsis thalian; 
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NCBI GI 


g547683 


BLAST score 


2302 


E value 


0.0e+00 


Match length 
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% identity 


78 



MONOPHOSPHATE KINASE) (UMP 
UMP/CMP kinase [Arabidopsis 



(UMP 



NCBI Description 



HEAT SHOCK COGNATE PROTEIN 80 >gi| 170456 (M96549) 
shock cognate protein 80 [Solanum lycopersicum] 
>gi|445601|prf | I1909348A heat shock protein hsp80 
[Lycopersicon esculentum] 



heat 



Seq. No. 
Contig ID 
5 '-most EST 



191914 

5118_2.R1039 

LIB314 9-007-Q1-K1-B12 



25681 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2495365 

398 

1.0e-38 

114 

75 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi | 445127 | prf | | 1908431B 
heat shock protein HSP81-2 [Arabidopsis thaliana] 

191915 

5118__3.R1039 

LIB3148-057-Q1-K1-D2 

BLASTX 

g2495365 

270 

2.0e-23 

103 

60 

HEAT SHOCK PROTEIN 81-2 (HSP81-2) >gi | 445127 | prf || 1908431B 
heat shock protein HSP81-2 [Arabidopsis thaliana] 

191916 

5118_6.R1039 
LIB3148-055-Q1-K1-A1 

191917 

5121_1.R1039 

LIB3083-013-Q1-L1-C2 

BLASTN 

g3985958 

53 

6.0e-21 

212 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MZN1, complete sequence [Arabidopsis thaliana] 

191918 

5124_1.R1039 

LIB3083-037-Q1-G1-B6 

BLASTX 

g4371292 

927 

1.0e-100 

271 

65 

(AC006260) unknown protein [Arabidopsis thaliana] 
191919 

5130J..R1039 

LIB3083-014-Q1-L1-A1 

BLASTX 

g3522942 

296 

9.0e-27 

120 

53 



25682 



NCBI Description 



(AC004411) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



191920 

5137_1.R1039 

uC-gsflmaxxa093allbl 

BLASTX 

gl354849 

626 

3.0e-65 

188 

63 

(U57350) epoxide hydrolase [Nicotiana tabacum] 
191921 

5140_1.R1039 
LIB3083-014-Q1-L1-B2 



191922 

5143J..R1039 

LIB3166-057-P1-K1-B12 

BLASTN 

g2982302 

46 

3.0e-16 

443 
80 

Picea mariana hypothetical protein (Sb50) 



mRNA, partial cds 



191923 

5144JL.R1039 

LIB3083-014-Q1-L1-C1 

BLASTX 

g4115931 

341 

5.0e-32 

124 

60 

(AF118223) contains similarity to Guillardia theta ABC 
transporter (GB: AF041468) [Arabidopsis thaliana] 

191924 

5150_1.R1039 

LIB3197-026-Q1-M1-D12 

BLASTX 

g549060 

986 

1.0e-107 

272 

68 

T-COMPLEX PROTEIN 1, ETA SUBUNIT (TCP-1-ETA) (CCT-ETA) 
>gi I 631656|pir | | S43058 CCTeta protein eta chain - mouse 
>gi|468504|emb|CAA83274| (Z31399) CCTeta, eta subunit of 
the chaperonin containing TCP-1 (CCT) [Mus musculus] 

191925 

5151_1.R1039 
LIB3272-042-P1-K1-A12 



25683 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

gl694976 

372 

3.0e-35 

82 

83 

(Y09482) HMG1 [Arabidopsis thaliana] 
>gi|2832361|emb|CAA74402| (Y14073) HMG 
thaliana] 



protein [Arabidopsis 



191926 

5151_2.R1039 

LIB314 6-011-Q1-K1-D1 

BLASTX 

gl694976 

403 

7.0e-39 

112 

68 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi|2832361|emb|CAA74402| (Y14073) HMG protein [Arabidopsis 
thaliana] 

191927 

5151J3.R1039 

LIB3145-022-Q1-K1-A11 

BLASTX 

gl694976 

366 

1.0e-34 

82 

82 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi|2832361|emb|CAA74402| (Y14073) HMG protein [Arabidopsis 
thaliana] 

191928 

5151_4.R1039 

uC-gsronu33B008g01bl 

BLASTX 

gl694976 

370 

4.0e-35 

82 
83 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi|2832361|emb|CAA74402| (Y14073) HMG protein [Arabidopsis 
thaliana] 

191929 

5151_5.R1039 

uC-gsf lmaxxa041cllbl 

BLASTX 

gl694976 

217 

2.0e-17 
71 



25684 



% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 1 -most EST 



59 

(Y09482) HMG1 [Arabidopsis thaliana] 

>gi I 2832361 |emb|CAA74402| (Y14073) HMG protein [Arabidopsis 
thaliana] 

191930 

5152_1.R1039 
LIB3166-024-P1-K1-C10 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191931 

5152_2.R1039 
uC-gsronu33B137c09bl 

191932 

5154_1.R1039 

LIB3145-016-Q1-K1-G6 

BLASTX 

gl362086 

3430 

0.0e+00 

765 

87 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi|2129919|pir| IS65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi|886471|emb|CAA58474| (X83499) methionine synthase 
[Catharanthus roseus] 

191933 

5154_2.R1039 

LIB3147-035-Q1-K1-C12 

BLASTX 

g508304 

236 

2.0e-19 

82 

56 

(L22305) corC [Medicago sativa] 
191934 

5154_3.R1039 

uC-gsflmaxxa041gl0bl 

BLASTX 

gl362086 

540 

7.0e-70 

143 

92 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi|2129919|pir| IS65957 

5-methyltetrahydropteroyltriglutamate — homocysteine 
S-methyltransf erase (EC 2.1.1.14) - Madagascar periwinkle 
>gi|886471|emb|CAA58474| (X83499) methionine -synthase 
[Catharanthus roseus] 



25685 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191935 

5154_4.R1039 

g3326245 

BLASTX 

g532530 

946 

1.0e-102 

251 
71 

(U07953) 1-aminocyclopropane-l-carboxylate oxidase 
[Pelargonium hortorum] >gi | 1093803 | prf | I2104412A 
aminocyclopropane carboxylate oxidase [Pelargonium 
hortorum] 

191936 

5154_9.R1039 

LIB3147-039-Q1-K1-B7 

BLASTX 

gl814403 

319 

1.0e-51 

157 
68 

(U84889) methionine synthase [Mesembryanthemum 
crystallinum] 

191937 

5154JL0.R1039 

g3326473 

BLASTX 

gl527191 

446 

4.0e-46 

155 

65 

(U67861) 1-aminocyclopropane-l-carboxylate oxidase 
[Pelargonium x hortorum] 

191938 

5154J.1.R1039 

uC-gsflmaxxa049f06bl 

BLASTX 

g974782 

1120 

1.0e-123 

228 

95 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



191939 

5154JL2.R1039 

LIB3135-035-Q1-K1-F4 

BLASTX 

g508304 

241 



25686 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-20 

82 

57 

(L22305) corC [Medicago sativa] 
191940 

5154JL3.R1039 

LIB3147-028-Q1-K1-F8 

BLASTX 

g974782 

265 

5.0e-23 

57 

93 

(Z4 9150) cobalamine-independent methionine synthase 
[Solenostemon scutellarioides] 

191941 

5154JL4.R1039 

LIB3272-042-P1-K1-C3 

BLASTX 

g3037047 

491 

1.0e-49 

114 

75 

(AF053354) 1-aminocyclopropane-l-carboxylic acid oxidase 
[Phaseolus vulgaris] 



Seq. No. 


191942 


Contig ID 


5157 2.R1039 


5' -most EST 


LIB3083-014-Q1-L1-D7 


Seq. No. 


191943 


Contig ID 


5163 1.R1039 


5' -most EST 


LIB3083-014-Q1-L1-E5 


Method 


BLASTX 


NCBI GI 


gl245343 


BLAST score 


137 


E value 


3.0e-ll 


Match length 


231 


% identity 


29 


NCBI Description 


(U50194) tripeptidylpeptidase 


Seq. No. 


191944 


Contig ID 


5170 1.R1039 


5 '-most EST 


LIB3197-059-Q1-M1-A9 


Method 


BLASTX 


NCBI GI 


g2435518 


BLAST score 


312 


E value 


3.0e-28 


Match length 


161 


% identity 


39 


NCBI Description 


(AF024504) contains similarity 




[Arabidopsis thaliana] 


Seq, No. 


191945 



25687 





5171 1 RlfRQ 




5 '-most EST 


LIB3083-046-O1-G1- 


-GI 


Method 


BLASTX 




NCBI GI 


g407992 




BLAST score 


176 




ill V G. J_ U.~ 


9.0e-13 




Match lencrth 


84 




& i H fin +■ "i f - \r 
o xucii i — l _y 


46 




T\Jf"*RT Hoc r^y* i r>i~ i nn 

INV^Di. O vJ LUtXUil 


(L25125) RNA helicas 




191946 




fnnf i T Pi 


5184 1.R1039 




•J mv^o u do x 


LIB3083-015-Q1-L1- 


-Al 


Method 


BLASTX 




J.N i_? J. O -L 


g3309583 




BLAST score 


1125 




E value 


1.0e-123 




Match 1 en nth 


239 




irientitv 


89 




NCBI Description 


(AF073830) fructose- 




2-kinase/ fructose- 


-2, 


9err Nfr> 


191947 




Contig ID 


5186 1.R1039 




5 '-most EST 


g5049692 






191948 




UUilLiy A. Lf 


5187 1.R1039 




R t _t«/\ef TTQT 


LIB3083-015-Q1-L2- 


-A2 


Oclji INO • 


191949 




O r\T~l -f- -n /T TO 

OOIlulg 1U 


5188 1.R1039 






LIB3083-015-Q1-L2- 


-A3 


Method 


BLASTX 




NCBI GI 


gl362046 




BLAST score 


519 




E value 


9.0e-53 




Match length 


130 




% identity 


78 





[Mus musculus] 



NCBI Description 



aspartate transaminase (EC 2,6.1.1) precursor - soybean 
>gi 1 710596 (L40579) mitochondrial aspartate 
aminotransferase [Glycine max] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191950 

5189JL.R1039 

LIB3083-015-Q1-L2-A4 

BLASTX 

g4415936 

223 

5.0e-18 

154 
41 

(AC006418) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



191951 

5192JL.R1039 
g3325739 



25688 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191952 

5192_2.R1039 

LIB3145-002-P1-K1-A12 

BLASTN 

g2865522 

38 

1.0e-ll 

103 

92 

Lavatera thuringiaca cold regulated LTCOR18 
complete cds 

191953 

5192_3.R1039 

LIB3149-034-Q1-K1-C2 

BLASTN 

g2865522 

33 

1.0e-08 

144 
92 

Lavatera thuringiaca cold regulated LTCOR18 
complete cds 



(LtCorl8) mRNA, 



(LtCorl8) mRNA, 



191954 

5192_6.R1039 

uC-gsflnu33B070c!2bl 

BLASTX 

g320585 

193 

2.0e-14 

42 

83 

polygalacturonase (EC 3.2.1.15) 1 beta chain precursor - 
tomato >gi | 170480 (M98466) polygalacturonase isoenzyme 1 
beta subunit [Lycopersicon esculentum] >gi 11762586 (U63374) 
polygalacturonase isoenzyme 1 beta subunit [Lycopersicon 
esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



191955 

5192_7.R1039 

LIB3149-001-P1-K1-D3 

BLASTN 

g2865522 

34 

3.0e-09 

105 

71 

Lavatera thuringiaca cold regulated LTCOR18 
complete cds 

191956 

5193_1.R1039 
LIB3083-015-Q1-L2-A9 



(LtCorl8) mRNA, 



Seq. No. 



191957 



25689 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5194_1.R1039 

LIB3189-044-P1-K1-C12 

BLASTX 

g3650032 

237 

1.0e-19 

49 

73 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 

191958 

5194_2.R1039 

LIB318 9-035-P1-K1-C7 

BLASTX 

g3650032 

241 

2.0e-20 

55 

67 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



191959 

5195JL.R1039 
LIB3083-015-Q1-L1-B10 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



191960 

5200_1.R1039 

LIB3083-015-Q1-L2-B8 

BLASTX 

g4512667 

858 

3.0e-92 

180 

87 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
191961 

5201_1.R1039 

LIB3083-059-Q1-L1-E8 

BLASTX 

gl35460 

545 

9.0e-56 

108 

95 

TUBULIN BETA- 2 CHAIN >gi 1 100933 I pir I I S14702 tubulin beta-2 
chain - maize >gi | 22184 | emb | CAA37 061 | (X52879) beta 2 
tubulin (AA 1-444) [Zea mays] 

191962 * 

5201_2.R1039 

LIB3083-015-Q1-L1-B9 

BLASTX 

gl35452 

233 



25690 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(M21296) S-beta-1 tubulin 



2.0e-25 

112 

62 

TUBULIN BETA-1 CHAIN >gi 1170060 
[Glycine max] 

191963 

5202_1.R1039 
LIB3083-015-Q1-L1-C1 



191964 

5204JL.R1039 

g3326508 

BLASTX 

g3927825 

570 

1.0e-58 

146 

78 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

191965 

5204_2.R1039 

LIB3197-040-Q1-M1-G5 

BLASTX 

g3927825 

1555 

1.0e-174 

316 

92 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

191966 

5204_3.R1039 

uC-gsronu33B078hl0bl 

BLASTX 

g3927825 

281 

4.0e-25 

61 

85 

(AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 

191967 

5205_1.R1039 

uC-gsflnu33B113fllbl 

BLASTX 

g2789660 

743 

3.0e-89 

307 

59 

(AF040102) pl05 [Arabidopsis thaliana] 



25691 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191968 

5206JL.R1039 

LIB3083-015-Q1-L2-C3 

BLASTX 

g4455158 

1308 

1.0e-144 

284 
84 

(AL021687) kinase-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191969 

5206_3.R1039 

LIB3197-010-P1-M1-A5 

BLASTX 

g4455158 

430 

3.0e-51 

117 

83 

(AL021687) kinase-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



191970 

5209JL.R1039 
LIB3083-015-Q1-L1-C6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191971 

5211JL.R1039 

LIB3189-010-P1-K1-H8 

BLASTX 

g3618214 

210 

2.0e-16 

188 

32 

(AL031579) dihydrofolate reductase [Schizosaccharomyces 
pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191972 

5215_1.R1039 

uC-gsflnu33B092gl0bl 

BLASTX 

gl076510 

766 

1.0e-81 

169 
83 

peptidylprolyl isomerase 
>gi I 829119 | emb i CAA52414 i 
vulgaris] 



(EC 5.2.1.8) Cyp - kidney bean 
(X74403) cyclophilin [Phaseolus 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



191973 

5216JL.R1039 

LIB3083-015-Q1-L2-D12 

BLASTX 

g3287270 

417 



25692 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



6.0e-41 

145' 
66 

(Y09533) involved in starch metabalism [Solanum tuberosum] 
191974 

5219_1.R1039 

g5048128 

BLASTX 

g3851001 

1632 

0.0e+00 

367 

87 

(AF069909) pyruvate dehydrogenase El beta subunit isoform 2 
[Zea mays] 

191975 

5219_2.R1039 

LIB3189-025-P1-K1-G8 

BLASTX 

g3851001 

552 

1.0e-56 
136 
81 

(AF069909) 
[Zea mays] 



pyruvate dehydrogenase El beta subunit isoform 2 



191976 

5224JL.R1039 

LIB3083-015-Q1-L1-E11 

BLASTX 

gl706958 

523 

4.0e-53 

140 

69 

(U58284) cellulose synthase [Gossypiuxn hirsutum] 
191977 

5224_2.R1039 

LIB3083-104-Q1-L1-E2 

BLASTX 

gl706958 

869 

1.0e-93 

224 
70 

(U58284) cellulose synthase [Gossypium hirsutum] 
191978 

5226_1.R1039 
LIB3083-015-Q1-L1-E2 



Seq. No. 
Contig ID 



191979 

5229 1.R1039 



25693 



5 '-most EST 



LIB3272-019-P1-K1-B10 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191980 

5231JL.R1039 

uC-gs f lnu33B12 9d02bl 

BLASTX 

g2129825 

501 

1.0e-50 

115 
86 

dynamin-like protein phragmoplastin 12 - soybean 
>gi 1 1217994 (U25547) SDL [Glycine max] 



Seq, No. 
Contig ID 
5 '-most EST 



191981 

5233JL.R1039 
LIB3083-015-Q1-L1-F4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191982 

5234_1.R1039 

LIB3083-015-Q1-L2-F5 

BLASTX 

g2827141 

972 

1.0e-105 

369 

57 

(AF027173) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



191983 

5235_1.R1039 
LIB3189-045-P1-K1-G4 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191984 

5236_1.R1039 

g5044828 

BLASTX 

g3036816 

299 

2.0e-26 

432 

28 

(AL022373) myosin-like protein [Arabidopsis thaliana] 
191985 

5240_1.R1039 

LIB3083-015-Q1-L1-G10 

BLASTX 

g3023816 

322 

8.0e-30 

71 

85 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
>gi I 968996 (U31676) glyceraldehyde-3-phosphate 
dehydrogenase [Oryza sativa] 



25694 



Seq. No. 
Contig ID 
5* -most EST 



191986 

5241JL.R1039 
LIB3083-015-Q1-L2-G2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



191987 

5242JL.R1039 

g5049293 

BLASTX 

gl912286 

506 

3.0e-51 

101 

90 

(U39568) type 2A serine/threonine protein phosphatase 
[Arabidopsis thaliana] >gi 12194141 (AC002062) Match to 
Arabidopsis protein phosphatase PP2A (gblU39568). EST 
gb|T41959 comes from this gene. [Arabidopsis thaliana] 

191988 

5244_1.R1039 
LIB3083-015-Q1-L2-G5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



191989 

5247JL.R1039 

LIB3145-026-Q1-K1-A4 

BLASTX 

g3334138 

1050 

1.0e-127 

330 

69 

CALNEXIN HOMOLOG PRECURSOR >gi 1669003 
[Glycine max] 

191990 

5247_2.R1039 

g5046377 

BLASTX 

g3334138 

543 

2.0e-55 

160 

68 

CALNEXIN HOMOLOG PRECURSOR >gi 1669003 
[Glycine max] 



(U20502) calnexin 



(U20502) calnexin 



191991 

5248_1.R1039 

uC-gsronu33B179cl2bl 

BLASTX 

g!915974 

734 

8.0e-78 

177 

79 

(U62329) fructokinase [Lycopersicon esculentum] >gi 12102693 



25695 





(U64818) fructokinase [Lycopersicon esculentum] 


Seg. No. 


191992 


Contia ID 


5251 1 R1039 


5 1 -mo<st EST 


LIB3083-066-O1-L1-E1 


Sea No 


191993 


Contra ID 


5255 1.R1039 


5 1 -most EST 


LIB3T35-040-Q1-K1-E2 


Method 


BLASTX 


NCBI GI 


g2894598 


BLAST score 


774 


E valnp 


2.0e-82 


Match length 


291 


% identity 


59 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana] 


Seg. No. 


191994 


Contia ID 


5257 1.R1039 


5 T -most EST 


LIB3()83-015-Ol-Ll-H8 


ucu • IN w • 


191995 




5261 1 R1039 


S ' -mnqt- EST 

«J 1LLUO L HjU 1 


LIR3272-029-P1-K1-E12 


Method 


BLASTX 


NCBI GI 


g3096939 


BLAST score 


403 


E V3 1 np 


5. Oe-39 


Match Ipnatli 


116 




66 




f AT. 09 "30 94 ^ rmtat i vp nrntpi n r Arahi (irnr'jci'i 9 thaliana! 


Spa No 


191996 


Pont in TV) 


S?74 1 R1039 


S'-most EST 


LIB3083-015-O1-L2-B12 


Method 


BLASTX 


NCBI GI 


g3914621 


BLAST score 


277 


E value 


6.0e-24 


Match length 


338 


% identity 


20 


NPRT DA<!r'rir>i"i nn 


RAN GTPASE ACTIVATING PROTEIN 1 >ai 19062660 (U881S5 




Ranf^TPa qd apfi t "i tut tit^t Din r Yon^ni i c; ] apTri ql 

LvdllVj 1 r QOC L± V CL U.-L11M k/lUUCXll [_ zVC; 11 W LJ U O XaC VXuJ 


Sp*rr Nn 


191997 

JL 71 J ^ / 


Print i rr TFl 


J6 / J X • 1\XU J J 


5 ' -most EST 


LIB30^83-015-Ol-L2-B7 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


528 


E va 1 np 


9. Oe-70 


Match length 


301 


% identity 


44 


NCBI Description 


(AC005967) unknown protein [Arabidopsis thaliana] 


Seg. No. 


191998 


Contig ID 


5301_1.R1039 



25696 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3149-037-Q1-K1-H9 

BLASTX 

gll73027 

438 

3.0e-43 

114 

77 

60S RIBOSOMAL PROTEIN L31 >gi 1915313 
protein L31 [Nicotiana glutinosa] 

191999 

5301_2.R1039 

LIB3147-04 6-Q1-K1-B3 

BLASTX 

gll73027 

415 

2.0e-40 

110 

75 

60S RIBOSOMAL PROTEIN L31 >gi | 915313 
protein L31 [Nicotiana glutinosa] 

192000 

5301_3.R1039 

LIB3196-035-P1-M1-C11 

BLASTX 

gl!73027 

414 

2.0e-40 

112 

72 

60S RIBOSOMAL PROTEIN L31 >gi I 915313 
protein L31 [Nicotiana glutinosa] 



(U23784) ribosomal 



(U23784) ribosomal 



(U23784) ribosomal 



Seq. No. 

Contig ID _ 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192001 

5308JL.R1039 

g5046421 

BLASTX 

gll74411 

441 

4.0e-50 

175 

57 

MICROSOMAL SIGNAL PEPTIDASE 18 KD SUBUNIT (SPC18) 

>gi 1 206978 (L11319) signal peptidase [Rattus norvegicus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192002 

5316_1.R1039 

uC-gsflnu33B012e02bl 

BLASTX 

gll73187 

715 

1.0e-75 

142 

96 

4 OS RIBOSOMAL PROTEIN 
ribosomal protein S23. 



S23 (S12) >gi| 1362041 |pir | IS56673 
e, cytosolic (clone RJ3) - garden 



25697 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



strawberry >gi 1643074 (U19940) putative 40S ribosomal 
protein s!2 [Fragaria x ananassa] 



192003 

5316_2.R1039 

uC-gsflnu33B135a03bl 

BLASTX 

gll73187 

718 

5.0e-76 

142 

97 

4 OS RIBOSOMAL PROTEIN 
ribosomal protein S23. 
strawberry >gi 1643074 
protein sl2 [Fragaria 



S23 (S12) >gi|1362041|pir| IS56673 
e, cytosolic (clone RJ3) - garden 
(U19940) putative 40S ribosomal 
x ananassa] 



Seq. No. 
Contig ID 
5 '-most EST 



192004 

5316_3.R1039 

uC-gsronu33B145c02bl 

BLASTX 

gll73187 

715 

1.0e-75 

142 
96 

40S RIBOSOMAL PROTEIN S23 (S12) >gi | 1362041 | pir | | S56673 
ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi 1643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

192005 

5349JL.R1039 
LIB3083-016-Q1-L1-A2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192006 

5350JL.R1039 

LIB3189-002-P1-K1-E11 

BLASTX 

g3831440 

205 

3.0e-16 

86 
45 

(AC005819) putative cytochrome P450 [Arabidopsis thaliana] 
>gi i 4415946 | gb | AAD20176 i (AC006418) putative cytochrome 
P450 [Arabidopsis thaliana] 

192007 

5351_1.R1039 

uC-gsflmaxxa067d03bl 

BLASTX 

g4454472 

594 

2.0e-61 

226 
55 



25698 



NCBI Description (AC006234) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192008 

5352_1.R1039 

LIB3147-056-Q1-K1-B5 

BLASTN 

g2924257 

59 

3.0e-24 

191 

93 

Tobacco chloroplast genome DNA 
192009 

5353JL.R1039 

g5045071 

BLASTX 

g3757514 

1308 

1.0e-145 

278 
90 

(AC005167) putative plasma membrane intrinsic protein 
[Arabidopsis thaliana] 

192010 

5356_1.R1039 

g5045140 

BLASTX 

g3386621 

1003 

1.0e-109 

224 
85 

(AC004665) unknown protein [Arabidopsis thaliana] 
192011 

5356_2.R1039 

g5049379 

BLASTX 

g3386621 

652 

3.0e-68 

136 

92 

(AC004665) unknown protein [Arabidopsis thaliana] 
192012 

5365JL.R1039 

LIB3083-056-Q1-L1-A7 

BLASTX 

g3193284 

542 

2.0e-55 

172 

59 

(AF069298) No definition line found [Arabidopsis thaliana] 



25699 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192013 

5366JL.R1039 

LIB3120-043-P1-K1-A9 

BLASTX 

g3068705 

158 

1.0e-17 

129 
42 

(AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192014 

5371_1.R1039 

uC-gsflmaxxa039b05bl 

BLASTX 

g2500115 

323 

4.0e-52 

159 

70 

GLUTATHIONE REDUCTASE, CHLOROPLAST PRECURSOR (GR) (GRASE) 
>gi|529375|dbj |BAA07108| (D37870) Glutathione Reductase 
precursor [Spinacia oleracea] 



Seq. No. 


1 no m c 


Print - i rt TFl 


S372 1 R1039 


5' -most EST 


LIB3I4 6-039-Q1-K1-H7 


Seq. No. 


192016 


Contig ID 


5372 3.R1039 


5 '-most EST 


LIB3083-017-Q1-L1-C5 


Seq. No. 


192017 


Contig ID 


5373 1.R1039 


5 '-most EST 


LIB3083-018-Q1-L1-C1 


Method 


BLASTX 


NCBI GI 


g3128192 


BLAST score 


514 


E value 


2.0e-52 


Match length 


122 


% identity 


78 


NCBI Description 


(AC004521) axi 1-like protein [Arabidopsis thaliana] 


Seq. No. 


192018 


Contig ID 


5384 1.R1039 


5' -most EST 


LIB3145-014-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g3328804 


BLAST score 


485 


E value 


9.0e-49 


Match length 


188 


% identity 


53 


NCBI Description 


(AE001311) GTP Binding Protein [Chlamydia trachomatis] 


Seq. No. 


192019 


Contig ID 


5385_1.R1039 



25700 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3120-034-Q1-K1-E5 

BLASTN 

g3128143 

42 

4.0e-14 

348 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MTI20, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192020 

5389JL.R1039 

LIB3197-003-P1-M1-A7 

BLASTX 

g3128168 

533 

1.0e-103 

300 
55 

(AC004521) putative carboxyl-terminal peptidase 
[Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192021 

5394_1.R1039 

g5045955 

BLASTX 

g2244799 

548 

4.0e-56 

180 

57 

(Z97336) carnitine racemase homolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



192022 

5395JL.R1039 
LIB3083-017-Q1-L1-G3 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192023 

5399JLR1039 

LIB3197-055-Q1-M1-C6 

BLASTX 

g4220476 

1643 

0.0e+00 

435 

71 

(AC006069) ribophorin I-like protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192024 

5400_1.R1039 

g5044251 

BLASTX 

gll68191 

1196 

1.0e-132 

258 

<f2 



25701 



NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



14-3-3-LIKE PROTEIN 4 (PBLT4) >gi | 1362089 | pir | | S57272 
14-3-3 brain protein homolog (clone pBLT4) - tomato 
>gi 1 466336 (L29150) 14-3-3 protein homologue [Solanum 
lycopersicum] >gi | 1090847 |prf I i 2019487B 14-3-3 protein 
[Lycopersicon esculentum] 

192025 

5400_2.R1039 

uC-gsronu33B051h09bl 

BLASTX 

g2921512 

455 

4.0e-45 

112 

83 

(AF037460) GF14 protein [Fritillaria agrestis] 
192026 

5400_3.R1039 

LIB3272-033-P1-K1-C4 

BLASTX 

g3912950 

592 

3.0e-61 

169 

75 

14-3-3-LIKE PROTEIN E >gi | 2689479 (U91726) 14-3-3 isoform e 
[Nicotiana tabacum] 

192027 

5427_1.R1039 

g5049005 

BLASTX 

g3319921 

579 

2.0e-59 

223 

56 

(AJ223388) Hev b 3 [Hevea brasiliensis] 
>gi | 3319923 1 emb | CAA11304 | (AJ223389) Hev b 3 [Hevea 
brasiliensis] >gi | 3319925 | emb | CAA11305 | (AJ223390) Hev b 3 
[Hevea brasiliensis] >gi 13818475 (AF051317) small rubber 
particle protein [Hevea brasiliensis] 

192028 

5430JL.R1039 

uC-gsronu33B157fl0bl 

BLASTX 

gll5484 

762 

5.0e-81 

149 

100 

CALMODULIN 1 >gi | 71684 | pir | | MCPZDC calmodulin - carrot 
>gi | 478632 | pir | | S22971 calmodulin - trumpet lily 
>gi|541839|pir| IS40301 calmodulin - Red bryony 
>gi|2129970|pir| IS70768 calmodulin CAM81 - garden petunia 



25702 



>gi 1 18326 1 eiab 1 CAA42423 | (X59751) calmodulin [Daucus carota] 
>gi|19447|emb|CAA78301| (Z12839) calmodulin [Lilium 
longiflorum] >gi 1169207 (M80836) calmodulin [Petunia 
hybrida] >gi 1308900 (L18912) calmodulin [Lilium 
longiflorum] >gi I 505154 I emb | CAA4 3143 | (X60738) Calmodulin 
[Malus domestical >gi 1 535444 (U13882) calmodulin [Pisum 
sativum] >gi I 445602 |prf I 1 1909349A calmodulin [Daucus 
carota] 




Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192029 

5430_2.R1039 

LIB3189-052-P1-K1-G3 

BLASTX 

gll5484 

762 

4.0e-81 

149 
100 

CALMODULIN 1 >gi | 71684 | pir | | MCPZDC calmodulin - carrot 
>gi|478632|pir||S22971 calmodulin - trumpet lily 
>gi|541839|pir| IS40301 calmodulin - Red bryony 
>gii2129970|pir||S70768 calmodulin CAM81 - garden petunia 
>gi|18326|emb|CAA42423| (X59751) calmodulin [Daucus carota] 
>gi|19447 | emb | CAA7 8301 | (Z12839) calmodulin [Lilium 
longiflorum] >gi| 169207 (M80836) calmodulin [Petunia 
hybrida] >gi 1308900 (L18912) calmodulin [Lilium 
longiflorum] >gi I 505154 | emb | CAA43143 | (X60738) Calmodulin 
[Malus domestica] >gi 1 535444 (U13882) calmodulin [Pisum 
sativum] >gi I 445602 | prf | 1 190934 9A calmodulin [Daucus 
carota] 



192030 

5430_3.R1039 
LIB3166-046-P1-K1-D10 
BLASTX 
gll5484 
730 

3.0e-77 
142 
65 

NCBI Description CALMODULIN 1 >gi I 71684 ipir | | MCPZDC calmodulin - carrot 
>gi|478632ipir||S22971 calmodulin - trumpet lily 
>gi|541839|pir||S40301 calmodulin - Red bryony 
>gi|2129970|pir| IS70768 calmodulin CAM81 - garden petunia 
>gi|18326|emb|CAA42423| (X59751) calmodulin [Daucus carota] 
>gi|19447|emb|CAA78301| (Z12839) calmodulin [Lilium 
longiflorum] >gi 1169207 (M80836) calmodulin [Petunia 
< hybrida] >gi 1308900 (L18912) calmodulin [Lilium 

longiflorum] >gi I 505154 | emb I CAA43143 | (X60738) Calmodulin 
[Malus domestica] >gi 1535444 (U13882) calmodulin [Pisum 
sativum] >gi| 445602 |prf|| 1909349A calmodulin [Daucus 
carota] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



Seq. No. 
Contig ID 
5' -most EST 
Method 



192031 

5430_4.R1039 

LIB3145-046-Q1-K1-F8 

BLASTX 



25703 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3121848 
763 

4.0e-81 

149 

100 

CALMODULIN >gi 11835521 (U83402) 
annuum] 



calmodulin [ Caps i cum 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192032 

5430_6.R1039 

LIB3135-051-Q1-K1-B2 

BLASTX 

g2119360 

486 

6.0e-49 

95 

65 

calmodulin {clone PCM2) - potato (fragment) >gi 1687698 
(U20291) calmodulin [Solanum tuberosum] >gi 1687702 (U20293) 
calmodulin [Solanum tuberosum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192033 

5430J7.R1039 

uC-gs f ImaxxaO 2 8h0 3bl 

BLASTX 

gll5515 

590 

3.0e-61 

119 

48 

CALMODULIN >gi | 71683 | pir | | MCAA calmodulin - alfalfa 
>gi| 19579|emb|CAA36644 | (X52398) calmodulin (AA 1-149) 

[Medicago sativa] >gi 1170070 (L01430) calmodulin [Glycine 
max] >gi | 170074 (L01432) calmodulin [Glycine max] 
>gi 1 506852 (L20507) calmodulin [Vigna radiata] >gi 14103957 

(AF030032) calmodulin [Phaseolus vulgaris] 

>gi i 1583767 |prf | I2121384A calmodulin [Glycine max] 

>gi|1583769|prf | I2121384C calmodulin [Glycine max] 

192034 

5431JL.R1039 

uC-gsf Imaxxa061e07bl 

BLASTX 

g4510400 

515 

5.0e-56 

139 

76 

(AC006587) putative vacuolar-type H(+)-ATPase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



192035 

5433_1.R1039 

LIB3196-028-P1-M1-H6 

BLASTX 

g3913420 

1069 



25704 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



1.0e-117 

324 
63 

S - ADENOS YLME T H I ON I NE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi | 1421752 (U60592) S-adenosylmethionine 
decarboxylase [Pisum sativum] 

192036 

5437J..R1039 
LIB3083-020-Q1-L1-B6 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



192037 

5439_1.R1039 

LIB3083-064-Q1-L1-G2 

BLASTX 

g2129473 

398 

4.0e-38 

149 

51 

arabinogalactan-like protein - loblolly pine >gi 1607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

192038 

5441__1.R1039 

LIB3197-050-Q1-M1-B7 

BLASTX 

g484656 

650 

7.0e-68 

194 

64 

monodehydroascorbate reductase (NADH) (EC 1.6.5.4) - 
cucumber >gi | 452165 | dbj | BAA05408 | (D26392) 
monodehydroascorbate reductase [Cucumis sativus] 

192039 

5442_1.R1039 

uC-gsflnu33B005b09bl 

BLASTN 

g2760164 

61 

1.0e-25 

125 
87 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K18P6, complete sequence [Arabidopsis thaliana] 

192040 

5442__2.R1039 
uC-gsronu33B170b06bl 

192041 

5443_1.R1039 

uC-gsflnu33B026c02bl 

BLASTX 

g542020 



25705 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



513 

7.0e-52 

198 

53 

sucrose transport protein - castor bean 

>gii 468562 |emb|CAA83436| (Z31561) sucrose carrier [Ricinus 
communis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192042 

5446JL.R1039 

LIB3166-036-P1-K1-F12 

BLASTX 

g3024434 

1230 

1.0e-163 

423 

84 

26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 
PROTEIN HOMOLOG 1) (TBP-1) >gi | 2564337 | dbj | BAA22951 | 
(D88663) Tat binding protein 1 [Brassica rapa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192043 

5447_1.R1039 

uC-gsflnu33B058e!2bl 

BLASTX 

g3738284 

420 

8.0e-41 

143 

61 

(AC005309) unknown protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192044 

5448_1.R1039 

LIB3083-020-Q1-L1-D1 

BLASTX 

gl076274 

99 

4.0e-09 

122 

38 

cucuiuisin (EC 3.4.21.25) 



precursor - muskmelon (fragment) 



Seq. No. 
Contig ID 
5 '-most EST 



192045 

5449_1.R1039 
LIB3145-040-Q1-K1-B5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192046 

5457_1.R1039 

g5044744 

BLASTX 

g461530 

451 

1.0e-44 

173 
54 

N- TERMINAL ACETYLTRANSFERASE COMPLEX ARD1 SUBUNIT HOMOLOG 



25706 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi 1 159365 (L11348) ARD1 protein homologue [Leishmania 
dono vani ] 

192047 

5457_2.R1039 

uC-gsronu33B144d07bl 

BLASTX 

g461530 

459 

2.0e-45 

173 

56 

N-TERMINAL ACETYLTRANSFERASE COMPLEX ARD1 SUBUNIT HOMOLOG 
>gi 1 159365 (L11348) ARD1 protein homologue [Leishmania 
donovani ] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192048 

5460_1.R1039 

LIB3083-020-Q1-L1-E12 

BLASTX 

g3377850 

222 

4.0e-18 

50 

86 

{AF076274) contains simlarity to Canis familiaris signal 
peptidase complex 25 kDa subunit (GB:U12687) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192049 

5461JL.R1039 
LIB3083-020-Q1-L1-E3 

192050 

5462_1.R1039 

LIB3148-022-Q1-K1-B1 

BLASTX 

g2924520 

1321 

1.0e-146 

278 

90 

(AL022023) plasma membrane intrinsic protein (SIMIP) 
[Arabidopsis thaliana] 

192051 

5463JL.R1039 

LIB3083-020-Q1-L1-E5 

BLASTX 

g4185143 

419 

4.0e-41 

124 

67 

(AC005724) putative signal recognition particle receptor 
beta subunit [Arabidopsis thaliana] 



25707 
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NCBI Description 
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NLbi Description 
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T.TR^T47-nSfl-01 -Kl-Gl 

JjXDJj.1 / U^?\J V- 1 - x u± 


LYie moa 


XjXjxIO 1A 




gozuooo 


BLAST score 


281 


E value 


6.0e-25 


ixiar.cn lengrn 


(30 


% identity 


79 


NCBI Description 


PiMS— Y\i nrli nrr r>r- rsi - o i n firshi H nn <=! tq rhal "i anfl >rfi 1601843 

L/LNr\ JDHlU.XIlvJ LJX L^l— ClXii rLLdJJlU<jpo±0 ulicix J-Ctiici | uyxuTo 




^L v JZD_10O/ UlNra tylllCIxIiy piULclu L riXcllJX(awLJOXo t_iia.xxa.iici. j 


Seg. No. 


i aon 


contig iu 


34 / ^ 1 . KiUJy 


o most &bi 


T TR^OR^-I H1 -HI -T.I -AQ 

LIDjUO J 1U1 \/± XjX 


Method 


P.T 7\QrpV 




rr^9Q7ft9^ 


BLAST score 


262 


E value 


7.0e-23 


Match length 


76 


% identity 


72 


NCBI Description 


(AL031032) putative protein [Arabidopsis thaliana] 



Seq. No. 192057 



25708 





1 Ri n^Q 

O'i i O 1 • IS.1U 


o mos l cjoi 


T TR^TTfl ^-090-01 — T,1 -FS 

LiDJuO J Utw V- 1 - Xi -1- C J 


beq. wo . 


1 c^ORfi 

1 jZu jo 


uontig xjj 


1 P1D^Q 

D *± / ft X • £\XVJO -7 




T,TRT165-027-Pl-Kl-A7 






NCBI GI 


g4468812 


BLAST score 


669 


Hi ValUc 




Match length 


x / u 


% identity 


29 


NCBI Description 


(AL035601) putative protein [Arabidop 






uonrig iu 


Oft/.? -L.t\J_UO-7 


o — most. Hib i 


LlDjUQj \JZ.\J V-L XjX 0/ 


beq. no. 




uontig iu 






JLU_ D »J X J *J \J £**J \J -L 1\ J. nu 


\Jf 4~ V* >—s / J 

rieunoa 


OXltLO 1 /V 




a2130073 


BLAST score 


1541 


E value 


1.0e-172 


Match length 


358 


% identity 


83 


NCBI Description 


fructose-bisphosphate aldolase (EC 4. 



cytosolic - rice >gi | 786178 | dbj | BAA08845 | 
C-l [Oryza sativa] >gi | 790970 | dbj | BAA08830 
aldolase C-l [Oryza sativa] 



13) isoenzyme C-l, 
(D50307) aldolase 
D50301) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192061 

5480_2.R1039 

g5046282 

BLASTX 

gll3621 

531 

3.0e-86 

235 

73 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi I 68196 |pir I |ADZM fructose-bisphosphate aldolase (EC 
4.1.2.13), cytosolic - maize >gi| 168420 (M16220) aldolase 
[Zea mays] >gi I 295850 | emb | CAA3136 6 | (X12872) fructose 
bisphosphate aldolase [Zea mays] >gi | 225624 | prf || 1307278A 
cytoplasmic aldolase [Zea mays] 

192062 

5480_3.R1039 

g5050659 

BLASTX 

g2130073 

619 

2.0e-64 

144 

83 



25709 



NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



fructose-bisphosphate aldolase (EC 4.1.2.13} isoenzyme C-l, 
cytosolic - rice >gi | 786178 | dbj | BAA08845 | (D50307) aldolase 
C-l [Oryza sativa] >gi I 790970 | dbj I BAA08830 | (D50301) 
aldolase C-l [Oryza sativa] 

192063 

5480_4.R1039 

uC-gsronu33B021b07bl 

BLASTX 

g218157 

561 

1.0e-57 

128 

88 

(D13512) cytoplasmic aldolase [Oryza sativa] 
192064 

5480_5.R1039 

LIB3166-054-P1-K1-E2 

BLASTX 

g3901012 

1144 

1.0e-125 

279 

72 

(AJ130885) 
sylvatica] 



xyloglucan endotransglycosylase 1 [Fagus 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192065 

5480_6.R1039 

LIB3166-036-P1-K1-F3 

BLASTX 

g2129771 

477 

5.0e-48 

114 

77 

xyloglucan endotransglycosylase-related protein XTR-6 - 
Arabidopsis thaliana >gi 11244758 (U43488) xyloglucan 
endotransglycosylase-related protein [Arabidopsis thaliana] 
>gi I 4539299 | embl CAB39602.il (AL049480) xyloglucan endo-1, 
4-beta-D-glucanase (XTR-6) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



192066 

5480_8.R1039 

uC-gsronu33B012gl2bl 

BLASTX 

g218157 

535 

1.0e-54 

122 
88 

(D13512) cytoplasmic 
192067 

5480_9.R1039 
LIB3148-042-Q1-K1-C3 



aldolase [Oryza sativa] 



25710 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g218157 

459 

1.0e-45 

113 

81 

(D13512) cytoplasmic aldolase [Oryza sativa] 
192068 

5482_1.R1039 

uC-gsflmaxxa004h07bl 

BLASTX 

g4559358 

268 

6.0e-23 
97 
51 

(ACO-06585) 
thaliana] 



putative steroid binding protein [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192069 

5482_4.R1039 

uC-gsronu33B139ellbl 

BLASTX 

g3127857 

153 

5.0e-10 

100 

36 

(AJ005837) putative progesterone binding protein [Rattus 
norvegicus] 

192070 

5483_1.R1039 

LIB3083-020-Q1-L1-H11 

BLASTX 

g2288887 

832 

3.0e-89 

229 

71 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi | 3250736 | emb | CAA7 6803 | (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi 1 3786002 (AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 

192071 

5484_1.R1039 

LIB3083-020-Q1-L1-H3 

BLASTX 

gl497987 

181 

5.0e-13 

76 

49 

(U627 98) SCARECROW [Arabidopsis thaliana] 



25711 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192072 

5486JL.R1039 
uC-gsronu33B116h03bl 

192073 

5487JL.R1039 

LIB3083-020-Q1-L1-H8 

BLASTX 

g2118017 

591 

2.0e-61 

133 

74 

non-S-RNase (EC 3.1.-.-) 

>gi 11526417 | dbj |BAA08475| 
pyrifolia] 



■ Japanese pear 
(D49529) ribonuclease [Pyrus 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192074 

5489_1.R1039 

LIB308 3-021-Q1-L1-A10 

BLASTN 

g3046854 

68 

9.0e-30 

347 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MRG7, complete sequence [Arabidopsis thaliana] 

192075 

5490JL.R1039 
LIB3083-021-Q1-L1-A11 

192076 

5491_1.R1039 

LIB3145-048-Q1-K1-E11 

BLASTN 

gl67346 

42 

2.0e-14 

138 

83 

Gossypium hirsutum Lea5-A late embryogenesis -abundant 
protein (Lea5-A) gene, complete cds 

192077 

5498_1.R1039 

LIB3083-021-Q1-L1-A8 

BLASTN 

g 4454587 

42 

5.0e-14 

344 

83 

Arabidopsis thaliana BAC F21A20 from chromosome V near 61 
cM, complete sequence [Arabidopsis thaliana] 



25712 



Seq. No. 

Contig ID 
5' -most EST 



192078 

5504_1.R1039 
LIB3272-043-P1-K1-A2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



192079 

5507JL.R1039 

LIB3083-063-Q1-L1-E1 

BLASTX 

g3123908 

610 

2.0e-63 

182 
37 

(AF038392) pre-mRNA splicing factor [Homo sapiens] 
192080 

5510J..R1Q39 
LIB3135-007-Q1-K1-B9 



Seq. No. 
Contig ID 
5' -most EST 



192081 

5517JL.R1039 
LIB3083-100-Q1-L1-E10 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192082 

5519_1.R1039 

uC-gsflmaxxa061d02bl 

BLASTX 

g4406814 

481 

4.0e-48 
114 
80 

(AC006201) 
thaliana] 



putative peptidyl-prolyl isomerase [Arabidopsis 



192083 

5519_2.R1039 

LIB3165-006-P1-K4-B9 ' 

BLASTX 

g4406814 

303 

1.0e-42 

115 

79 

(AC006201) putative peptidyl-prolyl isomerase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192084 

5521JL.R1039 

LIB3145-030-Q1-K1-F3 

BLASTX 

gl351279 

959 

1.0e-104 

241 

77 



25713 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



TRIOSEPHOSPHATE I SOME RASE, CYTOSOLIC (TIM) 

>gi| 602590 | emb | CAA58230 | (X83227) triosephosphate isomerase 
[Petunia x hybrida] 

192085 

5523JL.R1039 

LIB3166-019-P1-K1-G5 

BLASTX 

g2506931 

873 

1.0e-100 

361 
53 

APYRASE PRECURSOR (ATP-DIPHOSPHATASE) (ADENOSINE 
DI PHOSPHATASE) (ADPASE) ( ATP-DI PHOS PHOHYDROLASE ) 
>gi|2129977|pir| [JC4616 apyrase (EC 3.6.1.5) - potato 
>gi 1 1381633 (U58597) ATP-diphosphohydrolase [Solanum 
tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 



192086 

5525__1.R1039 
LIB3083-021-Q1-L1-E10 



Seq. No. 
Contig ID 
5 '-most EST 



192087 

5526JL.R1039 
LIB3145-017-Q1-K1-C3 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



192088 

5527JL.R1039 

g5048335 

BLASTX 

g2435518 

511 

3.0e-72 

193 

76 

(AF024504) contains similarity to C3HC4-type zinc fingers 
[Arabidopsis thaliana] 

192089 

5528JL.R1039 

LIB3083-021-Q1-L1-E3 

BLASTX 

gl769895 

731 

1.0e-78 

224 

68 

(X96598) CaLB protein [Arabidopsis thaliana] 
192090 

5531_1.R1039 

LIB3147-060-Q1-K1-F5 

BLASTX 

g 4454468 

824 

1.0e-126 



25714 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
• E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



315 
70 

(AC006234) putative NADH dehydrogenase [Arabidopsis 
thaliana] 

192091 

5532_1.R1039 

LIB3083-021-Q1-L1-E7 

BLASTX 

gl707998 

220 

1.0e-17 

56 
75 

SERINE HYDROXYMETHYLTRANSFERASE, MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi| 481944 |pir| IS40218 glycine 

hydroxymethyltransf erase (EC 2.1.2.1) - potato 

>gi|438247|emb|CAA81082I (Z25863) glycine 

hydroxymethyltransf erase [Solanum tuberosum] 

192092 

5539JL.R1039 

LIB3083-021-Q1-L1-F3 

BLASTX 

g2316024 

564 

6.0e-58 

136 

83 

(U96400) MRP-like ABC transporter [Arabidopsis thaliana] 
192093 

5540J..R1039 

uC-gsflmaxxa026d04bl 

BLASTX 

g2564237 

1849 

0.0e+00 

384 

85 

(Y10112) omega-6 desaturase [Gossypium hirsutum] 
192094 

5541_1.R1039 
LIB3083-021-Q1-L1-F5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192095 

5547_1.R1039 

LIB3083-021-Q1-L1-G10 

BLASTX 

g3281870 

229 

1.0e-18 

99 

62 

(AL031004) putative protein [Arabidopsis thaliana] 



25715 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192096 

5548JL.R1039 

LIB3083-021-Q1-L1-G11 

BLASTX 

g2129840 

438 

5.0e-43 

200 

49 

nucleosome assembly protein 1 - soybean >gi 11161252 
(L38856) nucleosome assembly protein 1 [Glycine max] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192097 

5549_1.R1039 

LIB3083-021-Q1-L1-G12 

BLASTX 

g461498 

670 

2.0e-70 

195 

67 

ALANINE AMINOTRANSFERASE 2 (GPT) (GLUTAMIC— PYRUVIC 
TRANSAMINASE 2) (GLUTAMIC— ALANINE TRANSAMINASE 2) 
(ALAAT-2) >gi |320619|pir| IS28429 alanine transaminase (EC 
2.6.1.2) - proso millet >gi | 296204 | emb | CAA4 9199 | (X69421) 
alanine aminotransferase [Panicum miliaceum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192098 

5552_1.R1039 

LIB3147-002-Q1-K1-D12 

BLASTX 

gl495768 

275 

8.0e-44 
141 
66 

(Z68506) 
(IEP110) 



chloroplast inner envelope protein, 
[Pisum sativum] 



110 kD 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192099 

5558JL.R1039 

uC-gsflnu33B072hllbl 

BLASTX 

g4455206 

1226 

1.0e-135 

309 
76 

(AL035440) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



192100 

5560_1.R1039 

uC-gsflnu33B098a09bl 

BLASTX 

gl854386 



25716 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1105 

1.0e-121 

269 

76 

(AB001375) similar to soluble NSF attachment protein [Vitis 
vinifera] 



192101 

5562_1.R1039 

g5044844 

BLASTX 

g3176669 

459 

1.0e-45 

172 

56 

(AC004393) End 



is cut off. [Arabidopsis thaliana] 



192102 

5564JL.R1039 

uC-gsflnu33B089dllbl 

BLASTX 

g4105772 

450 

1.0e-44 

107 

43 

(AF049917) PGP9B [Petunia x hybrida] 
192103 

5565JL.R1039 

LIB3083-021-Q1-L1-H6 

BLASTX 

g2833311 

262 

2.0e-22 

87 

59 

HYPOTHETICAL 18.9 KD PROTEIN R07E5.13 IN CHROMOSOME III 
>gi | 630728 [pir | | S43605 R07E5.13 protein (clone R07E5) - 
Caenorhabditis elegans >gi | 3878946 | emb | CAA83622 | (Z32683) 
R07E5.13 [Caenorhabditis elegans] 



192104 

5567_1.R1039 

uC-gsflnu33B061e06bl 

BLASTX 

gl362051 

1304 

1.0e-144 

271 

90 

protein kinase 3 - soybean >gi 1310582 
kinase 3 [Glycine max] 



(L19361) protein 



Seq. No. 
Contig ID 



192105 

5569 1.R1039 



25717 



5 1 -most EST 




LIB3148-017-Q1-K1-C8 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
-BLAST score 
E value 
Match length 
% identity 
NCBI Description 



192106 

5570JL.R1039 

LIB3083-050-Q1-L1-E3 

BLASTX 

g267073 

178 

3.Ge-15 

58 
79 

TUBULIN BETA- 2 /BETA- 3 CHAIN >gi | 320184 | pir | UQ1587 tubulin 
beta chain - Arabidopsis thaliana >gi 1166898 (M84700) 
beta-2 tubulin [Arabidopsis thaliana] >gi 1 166900 (M84701) 
beta-3 tubulin [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192107 

5574JL.R1039 

LIB3197-035-Q1-M1-F2 

BLASTX 

gl710551 

281 

5.0e-25 

51 

100 

60S RIBOSOMAL PROTEIN L39 >gi i 1177369 | emb | CAA64728 | 
(X95458) ribosomal protein L39 [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192108 

5574_2.R1039 

LIB3083-022-Q1-L1-A5 

BLASTX 

gl710551 

260 

2.0e-22 

49 

96 

60S RIBOSOMAL PROTEIN L39 >gi 1 1177369 | emb | CAA64728 | 
(X95458) ribosomal protein L39 [Zea mays] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192109 

5574_3.R1039 

uC-gsflnu33B097f05bl 

BLASTX 

gl710551 

268 

1.0e-23 

51 

96 

60S RIBOSOMAL PROTEIN L39 >gi | 1177369 | emb | CAA64728 | 
(X95458) ribosomal protein L39 [Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



192110 

5575_1.R1039 

uC-gsronu33B107c09bl 

BLASTX 

g2275196 



25718 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



500 

1.0e-50 

100 

95 

(AC002337) water stress-induced protein, WSI76 isolog 
[Arabidopsis thaliana] 

192111 

5580JL.R1039 

LIB314 6-043-Q1-K1-A5 

BLASTX 

g3860308 

174 

3.0e-12 

80 
51 

(AJ012681) hypothetical protein [Cicer arietinum] 



192112 

5586J..R1039 

uC-gsflmaxxa076d02bl 

BLASTX 

g3122703 

477 

1.0e-47 

113 
81 

60S RIBOSOMAL PROTEIN L23A >gi 12641201 
protein L23a [Fritillaria agrestis] 



(AF031542) ribosomal 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192113 

5586_2.R1039 

LIB3148-004-Q1-K1-F10 

BLASTX 

g585876 

485 

1.0e-48 

154 
65 

60S RIBOSOMAL PROTEIN L23A (L25) >gi | 1084424 | pir t i S48026 
ribosomal protein L25 - common tobacco >gi 1310935 (L18908) 
60S ribosomal protein L25 [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192114 

5586_3.R1039 

LIB3147-022-Q1-K1-E6 

BLASTX 

g3122703 

416 

9.0e-41 

106 

78 

60S RIBOSOMAL PROTEIN L23A >gi 12641201 
protein L23a [Fritillaria agrestis] 



(AF031542) ribosomal 



Seq. No. 
Contig ID 



192115 

5590 1.R1039 



25719 
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NCBI GI 


g3386619 


BLAST score 
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E value 
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NCBI Description 


(AC004665) hypothetical protein [Arabidopsis thaliana] 
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rnaiianaj >gx | 4oi4oy4 | go t AADxooU4 | (ALUUdzJz) putative 




ribosoiual protein L10A [Arabidopsis thaliana] 


beg. wo. 


ly^iiy 


uonuig id 


ooyo z . KXUoy 


o ~niost Hio i 
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rr*5Q ^0977 


Xj±xH.O± 5COXT6 




i_l VGI-L.U.V7 


2 ♦ Oe-53 


Match length 


111 


% identity 


92 


NCBI Description 


(AC005824) putative ribosomal protein L10 [Arabidopsis 




thaliana] >gi | 4314394 | gb| AAD15604 | (AC006232) putative 




ribosomal protein L10A [Arabidopsis thaliana] 
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o 



Seq. No, 
Contig ID 
5 '-most EST 



192120 

5601_1.R1039 
LIB3197-031-Q1-M1-F7 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U20502) calnexin 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



192121 - 

5607JL.R1039 

LIB3189-035-P1-K1-E3 

BLASTX 

g3334138 

526 

1.0e-53 

114 

81 

CALNEXIN HOMOLOG PRECURSOR >gi 1669003 
[Glycine max] 

192122 

5608JL.R1039 
LIB3083-022-Q1-L1-D7 



192123 

5611_1.R1039 

uC-gsflnu33B009g02bl 

BLASTX 

g457517 

240 

5.0e-20 

177 

31 

(L12579) alternatively spliced [Homo sapiens] 

>gi| 4503169|ref i NP_001904 . 1 1 pCUTLl | cut (Drosophila) -like 1 

(CCAAT displacement protein) 

192124 

5612JL.R1039 

LIB3083-022-Q1-L1-E10 

BLASTX 

g!170508 

830 

4.0e-89 

173 

91 

EUKARYOTIC INITIATION FACTOR 4A-8 (EIF-4A-8) 
>gi|2119931|pir| IS60244 translation initiation factor 
eIF-4A.8, anther-specific - common tobacco 
>gi| 475219 |emb|CAA55639 I (X79004) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

>gi|475221|emb|CAA55640| (X79005) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

192125 

5614JL.R1039 

g5049121 

BLASTX 

g4539383 

694 
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E value 
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Xxo 
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NCBI Description 


(Y09234) MSTK2S kinase-like protein [Mus musculus] 
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NCBI Description 


heat shock protein 17.7 - garden pea 


Seq. No. 


192131 


Contig ID 


5630 1.R1039 


5 '-most EST 


uC-gsronu33B016cl2bl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2239089 

650 

9.0e-68 

311 

44 

( Z8 4 38 6 ) anthranilate N-hydroxycinnamoyl /benzoylt rans f erase 
[Dianthus caryophyllus] >gi | 3288180 | emb | CAB114 66 | (Z98758) 
anthranilate N-hydroxycinnamoyl /benzoyl transf erase 
[Dianthus caryophyllus] 

192132 

5631_1.R1039 

uC-gsflnu33B146f08bl 

BLASTX 

gl825645 

292 

2.0e-26 

72 

72 

(U88173) weak similarity to Arabidopsis thaliana 
ubiquitin-like protein 8 [Caenorhabditis elegans] 

192133 

5632_1.R1039 

LIB3189-028-P1-K1-H3 

BLASTX 

g3935145 

299 

4.0e-27 

85 

65 

(AC005106) T25N20.9 [Arabidopsis thaliana] 
192134 

5639_1.R1039 

LIB3272-014-P1-K1-G10 

BLASTX 

g3980406 

446 

2.0e-44 

135 

67 

(AC004561) 
thaliana] 



putative tropinone reductase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192135 

5642JL.R1039 

g5049866 

BLASTX 

g2623297 

247 

8.0e-21 

109 

46 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi 1 3790583 (AF079180) RING-H2 finger protein RHCla 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



[Arabidopsis thaliana] 
192136 

5645JL.R1039 

LIB3083-022-Q1-L1-H1 

BLASTX 

g3135264 

581 

8.0e-60 

151 

73 

(AC003058) unknown protein [Arabidopsis thaliana] 
192137 

5650_1.R1039 
LIB3135-047-Q1-K1-E3 



Seq. No. 
Contig ID 
5 '-most EST 



192138 

5650_2.R1039 
LIB3146-033-Q1-K1-B7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192139 

5655JL.R1039 

LIB3145-031-Q1-K1-B3 

BLASTX 

gl905785 

373 

2.0e-35 

251 

41 

(Y10685) G/HBF-1 [Glycine max] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192140 

5664_1.R1039 

LIB3083-023-Q1-L1-B3 

BLASTX 

g2146732 

771 

1.0e-102 

264 

35 

FK506-binding protein - Arabidopsis thaliana >gi 1 1373396 
(U57838) rofl [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192141 

5670JL.R1039 

uC-gsflmaxxa067d08bl 

BLASTX 

g4406780 

609 

4.0e-63 

176 

66 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 



Seq. No. 



192142 



25724 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5A-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5670_2.R1039 

g5047964 

BLASTX 

g4406780 

1416 

1.0e-157 

343 

79 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

192143 

5670_3.R1039 

LIB3083-028-Q1-L1-E8 

BLASTX 

g4406780 

808 

1.0e-136 

286 

83 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

192144 

5670_4.R1039 

LIB3149-032-Q1-K1-H2 

BLASTX 

g4406780 

420 

4.0e-41 

93 

84 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

192145 

5670_5.R1039 

LIB3272-016-P1-K1-B5 

BLASTX 

g4406780 

395 

2.0e-38 

133 

91 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

192146 

5675_1.R1039 

LIB3083-023-Q1-L1-C4 

BLASTX 

g3953478 

410 

5.0e-52 

148 
77 

(AC002328) F2202.23 [Arabidopsis thaliana] 
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BLASTX 


NCBI GI 
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Print* i rr TH 




5" -most EST 


uC-asf lnu33B109a01hl 


ucCJ. LNO. 


X i?^ J. *± y 


rnnf in TO 


JOOJ l.I\iUJ^ 


5 1 -mn«!t EST 


T,TR?Tfifi-0?4-Pl -K1 -R1 

U1DJ1UU UZ.1 IT X i\X OX 


Method 


BLASTX 


NCBI GI 


g3600032 


BLAST score 


178 


E value 


9.0e-13 


Match length 


99 


% identity 


41 


NCBI Description 


(AF080119) contains 



Tropomyosin. hmm, score: 14.57) 
ATP-synt_B.hmm, score: 10.89) 



and ATP synthase (Pfam: 
[Arabidopsis thaliana] 



Seq. No. 


192150 


Contig ID 


5688 1.R1039 


5' -most EST 


LIB3165-004-P1-K1-G5 


Method 


BLASTX 


NCBI GI 


gll29145 


BLAST score 


667 


E value 


5.0e-70 


Match length 


192 


% identity 


72 


NCBI Description 


(X75329) acetyl-CoA C-acyltransf erase 


Seq. No. 


192151 


Contig ID 


5689 1.R1039 


5 '-most EST 


LIB3149-051-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g3236242 


BLAST score 


438 


E value 


3.0e-43 


Match length 


111 


% identity 


79 


NCBI Description 


(AC004684) putative ribosomal protein 




thaliana] 


Seq. No. 


192152 


Contig ID 


5689 2.R1039 


5' -most EST 


LIB3148-033-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3236242 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



450 

2.0e-44 

111 

81 

(AC004684) 
thaliana] 



putative rifoosomal protein L36 [Arabidopsis 



192153 

5689_4.R1039 

uC-gsflmaxxa041gl2bl 

BLASTX 

g3236242 

435 

6.0e-43 

112 

79 

(AC004684) 
thaliana] 



putative ribosomal protein L36 [Arabidopsis 



192154 

5690JL.R1039 

LIB3145-042-Q1-K1-F12 

BLASTX 

g4115377 

524 

2.0e-53 

145 

63 

(AC005967) unknown protein [Arabidopsis thaliana] 
192155 

5692_1.R1039 

LIB3196-019-P1-M1-B4 

BLASTX 

g3738302 

635 

2.0e-66 

144 

83 

(AC005309) tubby-like protein [Arabidopsis thaliana] 

>gi 1 4249398 (AC006072) putative tubby protein [Arabidopsis 

thaliana] 

192156 

5693_1.R1039 

uC-gs f lmaxxa 0 9 8 cO 9b 1 

BLASTX 

g2129559 

710 

4.0e-75 

166 

83 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi 1 1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi 13493633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi 1 3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi I 3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 



25727 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192157 

5694_1.R1039 

g5050220 

BLASTX 

g4103342 

948 

1.0e-103 

213 
89 

(AF022377) agamous-like putative transcription factor 
[Cucumis sativus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192158 

5694_3.R1039 

LIB3189-013-P1-K1-G5 

BLASTX 

g4103342 

726 

5.0e-77 

157 

91 

(AF022377) agamous-like putative transcription factor 
[Cucumis sativus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192159 

5698_1.R1039 

uC-gsflnu33B003c07bl 

BLASTX 

g4538929 

222 

8.0e-18 

167 

35 

(AL049483) putative nucleic acid binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192160 

5699_1.R1039 

LIB3083-057-Q1-L1-H10 

BLASTX 

g3892055 

642 

5.0e-76 
159 
85 

(AC002330) 
thaliana] 



putative transport protein [Arabidopsis 



Seq. No. 
Contig ID 
5 1 -most EST 



192161 

5708_1.R1039 
LIB3083-023-Q1-L1-F4 



Seq. No. 
Contig ID 
5 '-most EST 



192162 

5712JUR1039 
g5047188 
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II 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' --most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192163 

5723_1.R1039 
g3325822 

192164 

5728JL.R1039 

LIB3149-054-Q1-K1-B3 

BLASTX 

g3334323 

708 

7.0e-75 

177 

78 

GTP-BINDING PROTEIN SAR1A >gi 11314860 (U56929) Sari homolog 
[Arabidopsis thaliana] >gi | 2104532 | gb IAAC78700 . 1 | 
(AF001308) SARl/GTP-binding secretory factor [Arabidopsis 
thaliana] >gi 12104550 (AF001535) AGAA.4 [Arabidopsis 
thaliana] 

192165 

5729_1.R1039 

g5050484 

BLASTX 

g3193298 

188 

1.0e-13 

125 
38 

(AF069298) T14P8.17 gene product [Arabidopsis thaliana] 
192166 

5732JL.R1039 
uC-gsronu33B103a01bl 

192167 

5735JL.R1039 

LIB3197-051-Q1-M1-A11 

BLASTX 

g4406819 

182 

3.0e-13 

86 

49 

(AC006201) unknown protein [Arabidopsis thaliana] 
192168 

5735_2.R1039 

LIB3145-006-Q1-K1-G5 

BLASTX 

g4406819 

188 

4.0e-14 

92 

49 

(AC006201) unknown protein [Arabidopsis thaliana] 



25729 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



192169 

5737JL.R1039 

g5045861 

BLASTX 

g398849 

2188 

0.0e+00 

430 

95 

(X74656) beta-5 tubulin [Zea mays] 
192170 

5737_2.R1039 

uC-gsronu33B109gl2bl 

BLASTX 

g398849 

676 

3.0e-71 

133 

93 

(X74656) beta-5 tubulin [Zea mays] 
192171 

5739_1.R1039 

LIB3146-030-Q1-K1-E3 

BLASTX 

g2065531 

979 

1.0e-106 
225 
78 

(U78526) endo-l f 4-beta-glucanase 
192172 

5739_2.R1039 
uC-gsflnu33B082d07bl 
BLASTX 
g2065531 
1200 

1.0e-132 
272 
80 

(U78526) endo-1, 4-beta-glucanase 



[Lycopersicon esculentum] 



[Lycopersicon esculentum] 



192173 

5739_3.R1039 

LIB3145-051-Q1-K1-G9 

BLASTX 

g2065531 

506 

3.0e-51 

115 

77 

(U78526) endo-1, 4-beta-glucanase [Lycopersicon esculentum] 
192174 

5745 1.R1039 
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5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
. Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gsronu33B132a02bl 

BLASTX 

g4580461 

744 

5.0e-7 9 

166 

86 

(AC006081) 



unknown protein [Arabidopsis thaliana] 



192175 

5751JL.R1039 

LIB3083-088-Q1-L1-A4 

BLASTX 

g4510421 

336 

7.0e-31 

254 

34 

(AC006929) unknown protein [Arabidopsis thaliana] 
192176 

5758_1.R1039 

LIB3083-024-Q1-L1-C10 

BLASTX 

g4336436 

889 

7.0e-96 

247 

70 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 
192177 

5761JL.R1039 
LIB3083-024-Q1-L1-C2 

192178 

5763JL.R1039 

LIB3083-024-Q1-L1-C4 

BLASTN 

g2736285 

237 

1.0e-130 

672 

84 

Camptotheca acuminata isopentenyl diphosphate isomerase ; 
(IPI1) mRNA, complete cds 

192179 

5763_2.R1039 

LIB3148-026-Q1-K1-H4 

BLASTX 

gl213450 

1128 

1.0e-124 

272 

78 

(U48963) isopentenyl pyrophosphate isomerase [Clarkia 
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breweri] 



Sea No 


192180 


Contig ID 


5763 4.R1039 


5' -most EST 


LIB3146-003-P1-K1-H10 


Method 


BLASTN 


NCBI GI 


g2736287 






Hj v a±uc 


o» uc u .7 




*± X 






IN WO X UCO Xp LIUll 


WallLp LU LllcUa. at UILLXIla. La loUpcIlL.enyX ClipnOSpnace lSOHieiaSc X 




^xirx^; iLi-KiN/i, complete cas 


O C- « Ln W » 


X _7i. J. O X 


Contia ID 


5769 1 R1039 


5 '-most EST 


LIB3083-024-Q1-L1-D1 


Method 


BLASTX 




rr9 971 477 
y iC^d / x*± / / 


U.LJ.£T.i_5 X O WsJX C 




J-j ValUc 


1 fio-1 ^9 
1 i Uc J. JZ 


^ "t~ /~i V» "] q y~t r*f I- V> 

i v ia.L.cxi xenyun 


^9 


& T Hani* t "h"t/ 

15 xticii ux c.y 


O 0 


incdx uescription 


^AiiuuiJDji) /ir4//oup [AraDxaopsis tnaixanaj 




1 Q91 ft9 


Print" i rr TD 


S771 1 Rlfl^Q 

«J f r X ltlXlUJJ 


5' -most EST 


LIB3083-024-Q1-L1-D12 


Method 


BLASTX 




rfl 7^7999 
y i to/ zzz 


DluiOl ouuic 


C.QC 


T tra lino 


7 flo-£9 


i v Jdi.cn lengLxi 


IjU 


O .X. V_A^ ilLXL y 


78 


incdx ueoC-.xxp Lion 


(U7 9958) BP— 80 vacuolar sorting receptor [Pisum sativum] 




1 Q91 
x :7Z loo 


Cont"ia Tn 


vJ » f J. » £\._L U J ^7 


5 T -mn<it F.RT 


T.TR^fTft^-nSfi-OI -T.I -H9 
jjidjuo j k/^/u \^x xjx 


Method 


BLASTX 


NCBI GI 


g3327868 


Dj-iriox score 


"37 £ 


W T7"3 1 n o 
III VC1XU.C 




Match length 


341 


% identity 


35 


INCDl ucbtiiption 


iHDUiz^izj uuri-inreracnng rrotein / [Oir/j [AraDiaopsis 




tuaiiarid j 


oeg» vio • 


1 Q91 


Contia ID 


5776 1 R10^9 


5 '-most EST 


LIB3165-013-P1-K1-F12 


Seq. No. 


192185 


Contig ID 


5779 1.R1039 


5 '-most EST 


LIB3083-100-Q1-L1-H5 


Method 


BLASTN 


NCBI GI 


gl493835 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37 

7.0e-ll 

53 
92 

Hevea brasiliensis latex pi 3.5 protein Hev b 5 mRNA, 
complete cds 



192186 

5779_3.R1039 

uC-gsflnu33B093bl0bl 

BLASTN 

g2062705 

34 

2.0e-09 

35 

59 

Human butyrophilin (BTF5) 



mRNA, complete cds 



192187 

5781_1.R1039 

LIB3145-019-Q1-K1-H10 

BLASTX 

g3763932 

951 

1.0e-128 

294 
83 

(AC004450) putative protein kinase [Arabidopsis thaliana] 
192188 

5788JL.R1039 

g5047940 

BLASTX 

g4580395 

816 

3.0e-87 

326 

53 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192189 

5788__2.R1039 

LIB3189-040-P1-K1-H4 

BLASTX 

g4580395 

242 

3.0e-20 

121 
48 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



192190 

5793_1.R1039 

LIB3083-024-Q1-L1-F11 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2760320 
513 

1.0e-53 

215 
56 

(AC002130) F1N21.4 [Arabidopsis thaliana] 
192191 

5798JL.R1039 

uC-gsflmaxxa098g05bl 

BLASTX 

g2497543 

2241 

0.0e+00 

500 

87 

PYRUVATE KINASE, 
pyruvate kinase 



CYTOSOLIC ISOZYME >gi | 542061 1 pir | | S41379 
common tobacco >gi | 4 44023 | emb | CAA82 628 | 



(Z29492) pyruvate kinase [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192192 

5798_2.R1039 

LIB3189-013-P1-K1-E12 

BLASTX 

g2497543 

498 

2.0e-50 

122 

82 

PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi | 542061 | pir | | S4137 9 
pyruvate kinase - common tobacco >gi | 444023 | emb | CAA82 628 | 
(Z29492) pyruvate kinase [Nicotiana tabacum] 

192193 

5799__1.R1039 

g5045859 

BLASTX 

g2739^1 

784 

9.0e-84 

194 

76 

(AC002505) putative patatin [Arabidopsis thaliana] 
192194 

5802_1.R1039 

LIB3166-058-P1-K1-D12 

BLASTX 

g294845 

378 

8.0e-36 

120 

58 

(L13655) membrane protein [Saccharum hybrid cultivar 
H65-7052] 



Seq. No. 



192195 
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/ 



Print "i n TD 




5 1 —most EST 


a5044451 


Mpthod 


BLASTN 


NCBI GI 


al732510 


BLAST score 


64 


E value 


5.0e-27 


Mp+'r'ln 1 p>Tt nt Vi 






82 


NPRT DA<?rr i nt t nn 


■fix clJLJX\-l\JL;oXiD UilclXXclilci rvdll iJXllvJ.XllLj pj.OtclH 




ilUVWri^ OQiUL?XcT-.C CQ.S 


Qorr Mo 

tJCL[ • IN \J • 


1 Q91 

X ;7Z X i?o 


Pnnf i rr TP) 
^uxiL-xy iu 


con'? 9 pi n^Q 




T.TR^Oft ^-094-ni -T.I -CI 

lilDJUO J Uii V-*- Xj X w X 


Mpt hod 


DXltiO X z\ 


NCBI GI 


g2058282 


BLAST score 


652 


Hi V d_L u." 


O * Uc OO 


Matfh 1 pnrrtVj 


JL U -7 


% i dent i t" v 


73 




fYQ*7*3"7'"jM a "h t* a n Kn T a f Q r aKi r\ An ei o f Vial i raira 
/Or 1 } d. LI cLLlUjJla. {.rix d.JJXU.upS IS CflaXlalla 


dc^. in y • 


1 Q91 Ql 
X 3Z x y / 


fo-n-H*? T Pi 




*J XILLJO L £iOi 


y oxxxiujoijUO / ©uoxjx 


M^t "h nH 






n-1 fiQQ094 


BLAST score 


797 


E value 


4.0e-85 


no. L Oil XciiyL.il 


9^1 

^JX 


o lUcilLlty 


03 


LNV^£5X UcoOlipUlOU 


\u /oooDj yeneiuuu L^raDxaopsxs unaixanaj 




^u/oo/u; unKnown [AraDiaopsis tnaiianaj 


OC4 • LNO . 


±yz xyo 


UOnCig ID 




•J 1LUJOL. H»0 1 


T TR?1 Al — H99— HI —PTl _nQ 
XiXDOXft / UZZ yl n.1 UO 


Me*t hnd 


OXirLQ 1A 


1.N v^i-? X OX 




BLAST score 


210 


E value 


2.0e-26 


1 let L. v_-ii XCiiyL.il 


z u o 


o X LJ.t511 ux i_y 




NCBI Description 


(AC000098) ESTs gb | AA042402, gb | ATTS1380 




gene, [Arabidopsis thaliana] 




1 Q91 QQ 


k^(JXlLXy XL/ 


RQPl 9 T51 H^Q 


C. ? _rr>/-\e ■ +- TOT 1 
0 IuOS L HjOI 


T A R HI "5 r^il 1^1 TPO 

LxBoi4o-Ulo-yi-Kl-il Z 


OCCJ. LNO. 




^vOIiX-Xy XJJ 


RQri'7 i Dime* 
oou / x . KxU o y 


5 ! -most EST 


LIB3083-024-Q1-L1-G2 


Method 


BLASTX 


NCBI GI 


gl330401 


BLAST score 


264 


E value 


7.0e-23 



1 homolog (RanBPl) 



come from this 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



150 
37 

(U58762) 



T27F7.1 gene product [Caenorhabditis elegans] 



192201 

5812JL.R1039 

uC-gsronu33B038c06bl 

BLASTX 

g3063702 ^ 
180 

6.0e-13 

205 
33 

(AL022537) hypothetical protein [Arabidopsis thaliana] 
192202 

5815_1.R1039 
LIB3083-024-Q1-L1-H1 

192203 

5817_1.R1039 

LIB3083-024-Q1-L1-H12 

BLASTX 

g2252828 

193 

1.0e-22 

111 

54 

(AF013293) No definition line found [Arabidopsis thaliana] 
192204 

5822JL.R1039 
LIB3083-024-Q1-L1-H6 

192205 

5825_1.R1039 

LIB3083-024-Q1-L1-H9 

BLASTX 

g3894191 

469 

1.0e-46 

156 
59 

(AC005662) unknown protein [Arabidopsis thaliana] 
192206 

5828_1.R1039 
LIB3083-027-Q1-L1-A11 

192207 

5832_1.R1039 

LIB314 6-041-Q1-K1-H6 

BLASTX 

gl33867 

580 

4.0e-60 
129 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



85 

40S RIBOSOMAL PROTEIN Sll >gi | 82722 | pir | | S16577 ribosomal 
protein Sll - maize >gi | 22470 ] emb | CAA39438 | (X55967) 
ribosomal protein Sll [Zea mays] 

192208 

5832_2.R1039 

LIB3149-042-Q1-K1-C8 

BLASTX 

gl33867 

227 

8.0e-19 

56 

79 

40S RIBOSOMAL PROTEIN Sll >gi | 82722 | pir | | S16577 ribosomal 
protein Sll - maize >gi | 22470 | emb | CAA39438 | (X55967) 
ribosomal protein Sll [Zea mays] 

192209 

5833JL.R1039 

LIB3083-027-Q1-L1-A5 

BLASTX 

g4455192 

278 

3.0e-24 

158 

39 

(AL035440) putative protein [Arabidopsis thaliana] 
192210 

5834_1.R1039 

g5045621 

BLASTX 

g4191774 

297 

1.0e-26 

71 

83 

(AC005917) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 

192211 

5836_1.R1039 

LIB3083-027-Q1-L1-A8 

BLASTX 

g498038 

416 

7.0e-54 

179 

58 

(L33792) lipid transfer protein [Senecio odorus] 
192212 

5841JL.R1039 
LIB3083-027-Q1-L1-B12 



Seq. No. 



192213 
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Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5843_1.R1039 

LIB314 9-021-Q1-K1-G3 

BLASTX 

g2160191 

1309 

1.0e-145 

257 

92 

(AC000132) Identical to A. 
[Arabidopsis thaliana] 



thaliana AtK-1 (gb|X79279) 



Seq. No. 
Contig ID 
5 '-most EST 



192214 

5844_1.R1039 
LIB3165-020-P1-K1-E11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192215 

5847JL.R1039 

LIB3146-051-Q1-K1-E3 

BLASTX 

g2995990 

394 

4.0e-38 

117 

65 

(AF053746) 
thaliana] 



dormancy-associated protein [Arabidopsis 
>gi 1 2995992 (AF053747) dormancy-associated 



protein [Arabidopsis thaliana] 
192216 

5848_1.R1039 

LIB3148-024-Q1-K1-E5 

BLASTX 

g2765837 

219 

2.0e-17 

76 

67 

(Z96936) NAP16kDa protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



192217 

5855_1.R1039 
LIB3148-025-Q1-K1-F9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192218 

5856_1.R1039 

LIB3083-114-Q1-L1-D7 

BLASTX 

g3694872 

554 

1.0e-56 

131 

80 

(AF092547) profilin [Ricinus communis] 



Seq. No. 
Contig ID 
5 '-most EST 



192219 

5856_2.R1039 
uC-gsronu33B12 6g02bl 
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Diirio J. /\. 


NCBI GI 


g3694872 


BLAST score 


566 


Hj value 




iyia.T-.cn lengtn 


IjU 
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o z. 


"NT "D "T F*\ r\ & f% v* t t> 4~ t /-\ « 

ncdi uescr lpiion 


U 0 *i / J prOIllin [KlClIlUb OUiTULlUIllo J 
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oontiig iu 


jojO o.Kiuoy 


R » — Tr\r\ai- ITQT 
O ItlOSt JLOl 


go u ft o / uo 


1X1 C L-IIOU. 




NCBI GI 


g3694872 


BLAST score 


568 


T tt "a T n A 

Sh VdlUc 




i v id L oil -LtJiiy lii 


1 ^0 


% identity 


Q *3 


nl>d± Description 


uyzo4t / ) pioriiin LKicmus coniiiiunis j 


beq. no. 




uontig Lu 


cqcz: c Dime* 


O IUOS L tLiOl 


LlDjlO? U*lj rl J\X till 




JDiAfiO 1 IN 


NCBI GI 


g3694871 


BLAST score 


160 


E value 


x . ue 0 4 


jyjdLCn lengrn 


jDU 


% identity 


oo 


NCBI Description 


Ricinus communis profilin (prol) mRNA, complete cds 


Seq. No. 


lyzz^z 


Contig ID 


boo / 1 . Rluoy 


d —itiost: bbi 






"RT AQTY 


NCBI GI 


gl72945 


BLAST score 


506 


E value 


4 . ue D 1 


L v iaLcn ienyT-n 


ZIj 


% identity 




NCBI Description 


(J03964) Phe~RNA synthetase [Sac char oinyces cerevisiae] 


beq. no. 




/"* « 4- -4 x n 

uontig iu 


CO ^rn -I ni Q 

ooou i.Kiuoy 


D ItlOSE Jlibi 


LIdjUoj UZ / yi LI to 


Method 


jDiaAbl A 


NUrSl ol 


nA OO COO O 


DiiAbi score 


Q 0*7 
oZ / 


E value 


1.0e-88 


Match length 


202 


C> J J. w 4- J 4.,, 

% identity 




NCBI Description 


(Arizooiuj nac Qomam protiem nam [AraDiaopsis tnaiiaua 








[Arabidopsis thaliana] 


Seq. No. 


192224 


Contig ID 


5869 1.R1039 


5' -most EST 


g5048688 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value <*' 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 



(L10633) beta-6 tubulin 



BLASTX 

g629839 

1729 

0.0e+00 

344 

94 

beta-6 tubulin - maize >gi 1416147 
[Zea mays] 

192225 

5877JL.R1039 
LIB3147-040-Q1-K1-E4 



192226 

5889JL.R1039 

uC-gsflnu33B006c02bl 

BLASTX 

g3367536 

253 

9.0e-22 

65 

78 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi 12961343 from A. thaliana BAC 
gb|AL022140. EST gb|T04695 comes from this gene. 
[Arabidopsis thaliana] 

192227 

5890_1.R1039 
LIB3083-027-Q1-L1-F4 



192228 

5891JL.R1039 

LIB314 6-024-Q1-K1-B4 

BLASTX 

g2924792 

654 

2.0e-68 

169 
74 

(AC002334) similar to 



synaptobrevin [Arabidopsis thaliana] 



192229 

5891_2.R1039 

uC-gsronu33B157b01bl 

BLASTX 

g2924792 

581 

6.0e-60 

136 

78 

(AC002334) similar to synaptobrevin [Arabidopsis thaliana] 
192230 

5896_1.R1039 
LIB3272-047-P1-K1-D10 



25740 



beq. wo. 


lyzzoi 




uontig lu 
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O ITIOS L HjOI 


Lxdj14 o ujj yi 




Ti/T/~* +- V"t /—v /-J 


PIT aQTy 




NCBI GI 


gl69363 




BLAST score 


240 




Hj value 


o . ue— zu 




ftA -3 4— /—i 1^ 1 Qn / t 1 V> 

fidtcn xenytn 


Dj 




% identity 


oz 




nldi Description 


(M/Doob) rVPRo 


[Phaseo 


beq. No. 


lyzzoz 




Contig ID 


oyoz 1.R1039 




O — IllOSt fjOl 


lilrsoUoo _ UZ / y 1 


T 1 f A 
•J_il — (j4 


Method 












BLAST score 


298 




E value 


7.0e-27 




Match length 


72 




% identity 


81 




NCBI Description 


protein kinase 


(EC 2.7 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

.5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



7.1.~) - Arabidopsis thaliana 
>gi 1 166819 (L05562) protein kinase [Arabidopsis thaliana] 

192233 

5913J.. R1039 

LIB3165-012-P1-K1-E12 

BLASTX 

g3377812 

482 

2.0e-48 

134 

71 

(AF076275) contains similarity to heavy-metal-associated 
domain containing proteins (Pfam: HMA.hm, score: 12.02) 
[Arabidopsis thaliana] 

192234 

5915_1.R1039 

LIB3083-027-Q1-L1-H5 

BLASTX 

g3929364 

785 

2.0e-90 
217 

78 - 

NADH-UBIQUINONE OXIDOREDUCTASE 23 KD SUBUNIT PRECURSOR 
(COMPLEX I-23KD) (CI-23KD) >gi | 107 6356 | pir | | S52380 NADH 
dehydrogenase (EC 1.6.99.3) - Arabidopsis thaliana 
>gi|666977|emb|CAA59061| (X84318) NADH dehydrogenase 
[Arabidopsis thaliana] >gi 13152573 (AC002986) Match to 
NADH: ubiquinone oxidoreductase gb|X84318 from A. thaliana. 
ESTs gb|Z27005, gb|T04711, gb|T45078 and gb|Z28689 come 
from this gene. [Arabidopsis thaliana] 

192235 

5919__2.R1039 
LIB3083-028-Q1-L1-A1 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2920839 

344 

2.0e-32 

127 

52 

(U95136) Os-FIERG2 gene product [Oryza sativa] 
192236 

5923_1.R1039 

g5045839 

BLASTX 

gl669573 

498 

3.0e-50 

157 

66 

(D88399) endosperm kinase [Oryza sativa] 
192237 

5923_2.R1039 

LIB3083-028-Q1-L1-A2 

BLASTX 

gl669573 

810 

6.0e-87 

162 

93 

(D88399) endosperm kinase [Oryza sativa] 
192238 

5925JL.R1039 

LIB3083-082-Q1-L1-G1 

BLASTX 

g2944446 

393 

7.0e-38 

92 

76 

(AF050756) 
communis] 



cysteine endopeptidase precursor [Ricinus 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192239 

5927_1.R1039 
LIB3148-040-Q1-K1-D11 

192240 

5936_1.R1039 

g5046023 

BLASTX 

g2864622 

262 

2.0e-22 

121 

47 

(AL021811) putative protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192241 

5938JL.R1039 

uC-gsflnu33B001gl2bl 

BLASTX 

g4097547 

217 

3.0e-17 

113 

23 

(U64906) ATFP3 [Arabidopsis thaliana] 
192242 

5947_1.R1039 

uC-gsflmaxxa009fl2bl 

BLASTX 

g3702332 

668 

8.0e-70 

238 

54 

(AC005397) unknown protein [Arabidopsis thaliana] 
192243 

5947_2.R1039 

LIB3083-100-Q1-L1-G10 

BLASTX 

g3702332 

661 

5.0e-69 

249 

53 

(AC005397) unknown protein [Arabidopsis thaliana] 
192244 

5947_3.R1039 

LIB314 9-025-Q1-K1-D10 

BLASTX 

g4454032 

332 

7.0e-31 

102 

70 

(AL035394) putative protein [Arabidopsis thaliana] 



192245 

5948_1.R1039 

LIB3135-011-Q1-K1-G11 

BLASTX 

g557472 

216 

5.0e-17 

179 

30 

(U15178) arabinosidase 



[Bacteroides ovatus] 



Seq. No. 
Contig ID 



192246 

5950 1.R1039 



25743 



5 1 -most EST 


LIB3165-004-P1-K1-C8 


M°t hod 


BLASTX 


NCBI GI 


g4008159 


BLAST score 


1802 


Hi V Ci X LiC 






418 


t> lUcIlLl Ly 


o o 




Sfifll ) Dn^.T homnlnfT TS^l 

\nDulJuUl / LVllCLU iHw/lLlLyXV^y ]_OClX. 




1 Q9947 






S 1 -mn^t F.ST 


LIB3T66-018-P1-K1-C3 


Method 


BLAST N 


NCBI GI 


g4210947 


BLAST score 


126 


Zj Vul LiC 










O J 


inl«d± uescription 


Kv>301 ~\ T oriel O F^y-v . T t-\-v--/-\4- , 

neVca DiaSllienSlS LilldiO px(_>t.f 


DtUji IN {J • 




UUllXxy 1U 


RQM 1 R1 fTRQ 


J ill Co L. HiO J. 


aS04^807 


L AC L.ilUU 


BLASTX 


VTpDT (IT 


y jo Jiui 


BLAST score 


495 


E value 


2.0e-94 


T^a+*/™iV* 1 ft 4~ V* 

L v ia.T-Cii xenytii 


1 Q4 




£7 


NCBI Description 


putative U~ oxCJNAC 




thaliana] 


Seq. No. 


192249 


Contig ID 


5960 1.R1039 


5 '-most EST 


LIB3272-016-P1-K1-B11 



[Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192250 

5962_1.R1039 

LIB3083-028-Q1-L1-D8 

BLASTX 

g3834321 

937 

1.0e-101 

209 

88 

(AC005679) Strong similarity to F13P17.9 gi 13337356 
transport protein SEC61 alpha subunit homolog from 
Arabidopsis thaliana BAC gb|AC004481. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



192251 

5962_2.R1039 

LIB3135-051-Q1-K1 -G4 

BLASTX 

g3834321 

291 

7.0e-26 
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Match length 

% identity 

NCBI Description 



61 
93 

(AC005679) Strong similarity to F13P17.9 gi 13337356 
transport protein SEC61 alpha subunit homolog from 
Arabidopsis thaliana BAC gb|AC004481. [Arabidopsis 
thaliana] 



beg. no. 




contxg iu 




0 -ItlOSu iLbl 


LIdjUoj — UZ 0— yX XiX~~ &X 


rue cnou 


D» UrlO 1 A. 


Nv_.d1 bX 




oLiiioi score 




E value 


j . ue id 


riaucn lengLn 


OZ 


% identity 




NCBI Description 


(AL022224) putative prot< 


beq. No. 


xyzzoo 


Contig ID 


t>y / u x . Rxuoy 


5' -most EST 


LIB3166-038-P1-K1-H6 


Method 


BLASTX 


NCBI GI 


gzz /ol9o 


BLAST score 


824 


E value 


4 . Oe-88 


Match length 


252 


-s ldentxty 




NCBI Description 


(AC002337) water stress- 




[Arabidopsis thaliana] 


Seq. No. 


1 cio o c; a 


Contig ID 


oy / x x . Kxuoy 


5' -most EST 


LIB3135-055-Q1-K1-G11 


Seq. No. 


xyzzoo 


Contxg ID 


oyoz x.Kxujy 


r~ ■ _ _ i_ ■corn 

5 -most EST 


LIBo1dd-U14-PX-KX-EX 


Method 


BLASTX 


JNLril (al 


gjxooxo4 


BLAST score 


845 


E value 


1 . Oe-90 


Match length 


201 


% identity 


o4 


NCBI Description 


(AJ006225) small GTP-bin 




crystallinum] 


Seq. No. 


192256 


Contig ID 


5991 1.R1039 


5 '-most EST 


LIB3083-028-Q1-L1-G3 


Method 


BLASTX 


NCBI GI 


g3128176 


BLAST score 


383 


E value 


1.0e-36 


Match length 


173 


% identity 


50 



[ Me s embr yant hemum 



NCBI Description (AC004521) unknown protein [Arabidopsis thaliana] 
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O C \^ * C • 


1922^7 


Print in IT) 


*JZFj£. 1 • JAlU J J 


5 ' -most EST 


LIB3083-028-O1-L1-G4 


Method 


BLASTX 


NCBI GI 


g2980767 


BLAST score 
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Method. 
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NCBI GI 
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BLAST score 
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E value 
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xLlw O L, IjiJ 1 
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Method 


BLASTX 


NCBI GI 


g2102696 


BLAST score 


996 


E value 


1.0e-108 


Match length 


530 


% identity 


39 



NCBI Description 



(U72761) karyopherin beta 3 
>gi | 4504 909 1 ref I NP_002262 . 1 
beta 



[Homo sapiens] 

pKPNB3| karyopherin (importin) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192260 

6016_2.R1039 

uC-gsflnu33B005e06bl 

BLASTX 

g4406780 

619 

3.0e-64 

143 

80 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

192261 

6018_1.R1039 

uC-gsronu33B148d06bl 

BLASTX 

g2119938 

2037 

O.Oe+00 

413 

95 
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NCBI Description translation initiation factor eIF-4A.14 - common tobacco 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match, length 

% identity 

NCBI Description 



192262 

6018_2.R1039 

uC-gsflmaxxa041d02bl 

BLASTX 

gll70508 

582 

4.0e-60 

124 

90 

EUKARYOTIC INITIATION FACTOR 4A-8 (EIF-4A-8) 
>gi|2119931|pir||S60244 translation initiation factor 
eIF-4A.8, anther-specific - common tobacco 
>gi|475219|emb|CAA55639| (X79004) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 

>gii475221|emb|CAA55640| (X79005) translation initiation 
factor (eIF-4A) [Nicotiana tabacum] 



oeq. wo . 




uontig iu 


oUlo 4.RlUo9 


o —most: bbi 


uC- gs f Imaxxa 0 5 7 g 0 9b 1 




DT 7\ QTY 


NCBI GI 


g2119937 


BLAST score 


437 


E value 


o . ue-4 J 


Match length 


yu 


% identity 


y J 


Nutsx Description 


translation initiation fad 




(fragment) 


Seq. No. 


192264 


Contig ID 


6022 1.R1039 


5' -most EST 


LIB3083-029-Q1-L1-G10 


Method 


BLASTX 


NCBI GI 


g3643594 


BLAST score 


978 


E value 


1.0e-106 


Match length 


245 


% identity 


78 


NCBI Description 


(AC005395) unknown protein 


Seq. No. 


192265 


Contig ID 


6023 1.R1039 


5 T -most EST 


LIB3083-029-Q1-L1-G11 


Method 


BLASTX 


NCBI GI 


g3721540 


BLAST score 


1696 


E value 


0.0e+00 


Match length 


374 


% identity 


82 


NCBI Description 


(D83583) Sulfite Reductase 




>gi I 3738234 |dbj IBAA33796I 




[Nicotiana tabacum] 


Seq. No. 


192266 


Contig ID 


6027JL.R1039 



eIF-4A.13 - common tobacco 
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5' -most EST 



LIB3149-008-Q1-K1-F11 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192267 

6032JL.R1039 

g5049393 

BLASTX 

g2104681 

537 

3.0e-54 

357 

41 

(X97907) transcription factor 



[Vicia faba] 



192268 

6032_3.R1039 

LIB3148-035-Q1-K1-H6 

BLASTN 

g2104680 

35 

5.0e-10 

94 

85 

V.faba mRNA for putative transciption factor 



(1556bp) 



192269 

6034_1.R1039 

LIB3083-030-Q1-L1-A2 

BLASTN 

g3108252 

203 

1.0e-110 

329 

91 

Gossypium barbadense clone pXP039 repetitive DNA sequence 
192270 

6037JL.R1039 

LIB3083-030-Q1-L1-A6 

BLASTX 

g421941 

931 

1.0e-100 

200 
90 

GTP-binding protein, ras-related ■ 
>gi|296878|emb|CAA50609| (X71609) 
protein [Nicotiana tabacum] 



• common tobacco 
ras-related GTP-binding 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192271 

6037_3.R1039 

LIB3145-006-Q1-K1-B12 

BLASTX 

g421941 

361 

2.0e-34 

74 

95 
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NCBI Description 



GTP-binding protein, ras-related - common tobacco 

>gi 1 296878 |emb|CAA50609| (X71609) ras-related GTP-binding 

protein [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192272 

6037_4.R1039 

LIB3166-013-P1-K1-F7 

BLASTX 

g400976 

420 

5.0e-48 

108 

95 

RAS-RELATED PROTEIN RHA1 >gi | 478671 | pir | | S23727 GTP-binding 
protein RHA1 - Arabidopsis thaliana >gi 1 16484 | emb | CAA418 63 | 
(X59152) RHA1 [Arabidopsis thaliana] 

>gi|397594|emb|CAA80534| (Z22958) GTP-binding protein 
[Arabidopsis thaliana] 



Seq. No. 


192273 


Contig ID 


6038_1.R1039 


5 T -most EST 


LIB3083-030-Q1-L1-A7 


Method 


BLASTX 


NCBI GI 


gll25691 


BLAST score 


170 


E value 


d . Ue-lz 


Match length 


54 


% identity 


63 


NCBI Description 


(X94301) DnaJ protein [Solanum tuberosum] 


Seq. No. 


192274 


Contig ID 


6042JL.R1039 


5 -most EST 


LIB3145-023-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g2914703 


BLAST score 


258 


E value 


5.0e-22 


Match length 


78 


% identity 


62 


NCBI Description 


(AC003974) unknown protein [Arabidopsis thaliana] 


Seq. No. 


192275 


Contig ID 


6052 1.R1039 


5" -most EST 


LIB3083-030-Q1-L1-C5 


Method 


BLASTX 


NCBI GI 


g3928089 


BLAST score 


145 


E value 


7.0e-09 


Match length 


36 


% identity 


61 


NCBI Description 


(AC005770) putative osr40 [Arabidopsis thaliana] 


Seq. No. 


192276 


Contig ID 


6052 2.R1039 


5' -most EST 


LIB3083-060-Q1-L1-F6 


Seq. No. 


192277 
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NCBI Description 


(AC005727) hypothetical protein 
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NCBI Description 


(AC002337) unknown protein [Arab 
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inl-dx Description 


\AUxooU; UKr x L"Q«. iuaysj 


beq. no. 




Contig ID 


6066 1.R1039 


5 '-most EST 


LIB3083-030-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


gl354849 


BLAST score 


512 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-52 

149 

63 

(U57350) 



epoxide hydrolase [Nicotiana tabacum] 



192284 

6078JL.R1039 

LIB3083-030-Q1-L1-G3 

BLASTX 

g2499489 

914 

7.0e-99 

212 
83 

PYROPHOSPHATE— FRUCTOSE 6-PHOSPHATE 1- PHOSPHOTRANSFERASE 
BETA SUBUNIT (PFP) ( 6-PHOSPHOFRUCTOKINASE (PYROPHOSPHATE) 
(PYROPHOSPHATE-DEPENDENT 6-PHOSPHOFRUCTOSE-l-KINASE) 
(PPI-PFK) >gi|483536|emb|CAA83683| (Z32850) 
pyrophosphate-dependent phosphofructokinase beta subunit 
[Ricinus communis] 



Seq. No. 


192285 


Contig ID 


6080 1.R1039 


5' -most EST 


LIB3083-030-Q1-L1-G8 


Seq. No. 


192286 


Contig ID 


6080_2.R1039 


o'-most EST 


LIB3197-025-Q1-M1-A1 


Seq. No. 


192287 


Contig ID 


6081 1.R1039 


5' -most EST 


LIB3147-051-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2500378 


BLAST score 


437 


E value 


3.0e-43 


Match length 


95 


% identity 


84 


NCBI Description 


60S RIBOSOMAL PROTEIN 


Seq. No. 


192288 


Contig ID 


6081 2.R1039 


5' -most EST 


LIB3083-030-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


g2500378 


BLAST score 


428 


E value 


4.0e-42 


Match length 


89 


% identity 


88 


NCBI Description 


60S RIBOSOMAL PROTEIN 


Seq. No. 


192289 


Contig ID 


6081 3.R1039 


5' -most EST 


uC-gsronu33B158fl2b2 


Method 


BLASTX 


NCBI GI 


g2500378 


BLAST score 


395 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



2.0e-38 

83 

86 

60S RIBOSOMAL PROTEIN L37 
192290 

6084_1.R1039 

LIB3083-030-Q1-L1-H1 

BLASTX 

g2146732 

516 

3.0e-64 

188 

70 

FK506-binding protein - Arabidopsis thaliana >gi 11373396 
(U57838) rofl [Arabidopsis thaliana] 

192291 

6089JL.R1039 
LIB3083-030-Q1-L1-H6 

192292 

6090_1.R1039 

LIB3148-020-Q1-K1-B3 

BLASTX 

g!518540 

2340 

0.0e+00 

479 

92 

(U53418) UDP-glucose dehydrogenase [Glycine max] 
192293 

6095_1.R1039 
LIB3083-031-Q1-L1-A4 

192294 

6096_1.R1039 

LIB3083-031-Q1-L1-A5 

BLASTX 

g2511598 

294 

2.0e-26 

63 

86 

(Y13696) multicatalytic endopeptidase complex, proteasome 
component, beta subunit [Arabidopsis thaliana] 

192295 

6098_1.R1039 

LIB3083-031-Q1-L1-A7 

BLASTX 

g2765837 

156 

3.0e-10 

41 

71 



25752 



NCBI Description (Z96936) NAP16kDa protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



192296 

6100_1.R1039 

LIB3148-027-Q1-K1-A11 

BLASTX 

g3212879 

330 

1.0e-30 

70 
83 

(AC004005) 
thaliana] 



putative ribosomal protein L7 [Arabidopsis 



192297 

6101_1.R1039 
LIB3083-031-Q1-L1-B1 

192298 

6104_1.R1039 

LIB3148-039-Q1-K1-B2 

BLASTX 

g4544403 

280 

8.0e-25 

75 

64 

(AC007047) putative glucan endo-1, 3-beta-D-glucosidase 
precursor [Arabidopsis thaliana] 

192299 

6104_2. R1039 

LIB3083-081-Q1-L1-F8 

BLASTX 

g4544403 

331 

6.0e-31 

91 

66 

(AC007047) putative glucan endo-1, 3-beta-D-glucosidase 
precursor [Arabidopsis thaliana] 

192300 

6106JL.R1039 
uC-gsronu33B076c!0bl 

192301 

6119JL.R1039 
uC-gsflmaxxa058fllbl 

192302 

6126_1.R1039 

LIB3083-031-Q1-L1-D2 

BLASTX 

g549010 

1019 

1.0e-lll 



25753 



Match length 

% identity 

NCBI Description 



217 
89 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERF1) 
{OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUP1 HOMOLOG) 
>gi I 322554 | pir | IS31328 omnipotent suppressor protein SUP1 
homolog (clone G18) - Arabidopsis thaliana 
>gi|16514|einb|CAA49172| (X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP45) [Arabidopsis 
thaliana] >gi 1 1402882 | emb | CAA668 13 | (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi 1 1495249 1 emb | CAA66118 | (X97486) eRFl-3 
[Arabidopsis thaliana] 



Seq. No. 


192303 


Contig ID 


fi Oil 1 nl rtOQ 

bizy i.RiUJy 


5 -most EST 


LIB3083-031-Q1-L1-D7 


Method 


BLASTX 


NCBI .GI 


g3881976 


BLAST score 


O Q f\ 


E value 


1 C\r\ — 0 A 

i . ue-Z4 


Match length 


60 


% identity 


85 


NCBI Description 


(AJul^4uy) hypothetical prot 


Seq. No. 


192304 


Contig ID 


6131 1.R1039 


d -most EST 


lisoUoo-u oi-yi-Li-uy 


Seq. No. 


192305 


Contig ID 


blol z.KlUJy 


c t — ~ _ -t- T"i o m 

5 -most EST 


LIB314o-Ubz-Ql-Kl-C / 


Seq. No. 


i n o o a /* 

192306 


Contig ID 


6133_1.R1039 


5' -most EST 


uC-gsflnu33B074b09bl 


Seq. No. 


192307 


Contig ID 


613/ 1.R1039 


o —most shoi 


JjlrSoUoo— U / /~*yi— JjI— r 1 


Method 


BLASTX 


NCBI GI 


g4100433 


BLAST score 


312 


E value 


3.0e-28 


Match length 


84 


% identity 


63 


NCBI Description 


(AF000378) beta-glucosidase 


Seq. No. 


192308 


Contig ID 


6138 1.R1039 


5' -most EST 


LIB3083-031-Q1-L1-E4 


Method 


BLASTX 


NCBI GI 


g4455198 


BLAST score 


277 


E value 


2.0e-24 


Match length 


109 


% identity 


59 


NCBI Description 


(AL035440) putative protein 



[Homo sapiens] 



25754 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192309 

6141JL.R1039 

LIB318 9-010-P1-K1-F12 

BLASTN 

g3434970 

34 

2.0e-09 

62 

97 

Arabidopsis thaliana At ERF- 3 mRNA for ethylene responsive 
element binding factor 3, complete cds 



beg, wo. 




uonnxg iu 


Ol4Z i.Kiuoy 


5' -most EST 


LIB3083-031-Q1-L1-E9 


Method 


BLASTX 


NCBI GI 


g44ooo4 y 


BLAST score 


Zoo 


E value 


4 . Oe-20 


Match length 


100 


% identity 


56 


NCBI Description 


(AL035524) putative ] 


Seq. No. 


192311 


Contig ID 


ol44 l.Rluoy 


0 -ffiOSt ilibl 


uu-gstimaxxau /ugiUDi 


Method 


BLASTX 


NCBI GI 


g3822036 


BLAST score 


364 


E value 


2.0e-34 


Match length 


185 


% identity 


43 


NCBI Description 


(AF072326) endo-1,3- 


Seq. No. 


192312 


Contig ID 


6145 1.R1039 


5' -most EST 


LIB3083-031-Q1-L1-F2 


Method 


BLASTX 


NCBI GI 


g4115925 


BLAST score 


337 


E value 


3.0e-31 


Match length 


174 


% identity 


33 


NCBI Description 


(AF118222) contains . 



(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi I 4539439 | emb| CAB40027.il (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5^-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



192313 

6151JL.R1039 

LIB3148-014-Q1-K1-C7 

BLASTX 

g2344781 

219 

1.0e-17 
47 



25755 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



89 

(D83041) 2-oxogulutarate 3-dioxygenase [Ipomoea nil] 
192314 

6151_2.R1039 

LIB3083-068-Q1-L1-A10 

BLASTX 

g729508 

290 

4.0e-26 

90 

67 

NARINGENIN, 2-OXOGLUTARATE 3-DIOXYGENASE 

( FLAVONONE- 3 -HYDROXYLASE ) ( FHT ) >gi | 4 9902 0 | emb | CAA5357 9 | 
(X75965) flavanone 3-hydroxylase [Vitis vinifera] 

192315 

6153J..R1039 

LIB3148-015-Q1-K1-F11 

BLASTX 

g2654208 

389 

1.0e-37 

118 

74 

(AF035456) heat shock 70 protein [Spinacia oleracea] 
>gi 1 2773050 (AF039083) heat shock 70 protein [Spinacia 
oleracea] 

192316 

6159_1.R1039 

LIB3135-056-Q1-K1-C3 

BLASTX 

gl717949 

1021 

1.0e-lll 

216 

86 

UBIQUINOL-CYTOCHROME C REDUCTASE IRON-SULFUR SUBUNIT 1 
PRECURSOR (RIESKE IRON-SULFUR PROTEIN 1) (RISP1) 
>gi|100375|pir| IB41607 ubiquinol — cytochrome-c reductase 

(EC 1.10.2.2) iron-sulfur protein precursor - common 
tobacco (fragment) >gi| 170322 (M77225) Rieske Fe-S protein 

[Nicotiana tabacum] 

192317 

6160_1.R1039 
LIB3083-031-Q1-L1-G9 

192318 

6169J..R1039 

LIB3083-031-Q1-L1-H7 

BLASTX 

gl346172 

143 

7.0e-09 
37 



25756 



% identity 

NCBI Description 



O 

81 

78 KD GLUCOSE REGULATED PROTEIN HOMOLOG PRECURSOR (GRP 78) 
(IMMUNOGLOBULIN HEAVY CHAIN BINDING PROTEIN HOMOLOG) (BIP) 
>gi 1 170384 (L08830) glucose-regulated protein 78 
[Lycopersicon esculentum] 





X O 1 _? 


Pont" i rr TD 




5 '-most EST 


LIB3272-058-P1-K1-D7 


JC(|< ViU ■ 




oont-iy iu 


ul/O 1 • J\1U 


C f __rr"i /-\ e> +- T7 O T 1 
O — IllOSX. il»bl 


JjlrioU o J — Uo /— (jl— Az 


Fie tnou 


DljiiO 1JN 






DhR.oi score 


loo 


E value 


O A « "7 1 

2 . Ue- / 1 


rflarcn lengtn 


A c; c 
400 


iaeniii.y 


on 


NCBI Description 


Mustard (S.alba) chloroplast 16S rRNA, 5 


Seq. No. 


192,321 


Contig ID 


/•I on i r> i n o n 

oloO l.RluJy 


5 '-most EST 


LIB3083-119-Q1-L1-F4 


Method 


BLASTX 


NCBI GI 


gl4U2ooo 


BLAST score 


1034 


E value 


1 . Oe-113 


Match length 


321 


% identity 


DO 


NCBI Description 


(X98130) unknown [Arabidopsis thaliana] 


Seq. No. 


192322 


oontig lu 


oloO l.KlUJy 


o -mOSt iiibl 


uo— gsronujsoisio j50U /D2 


Seq. No. 


192323 


Contig ID 


6187 1.R1039 


rr f — — +. "corn 

o -most EST 


LIBoI4b-U53-Ql-Kl-B3 


Method 


BLASTX 


NCBI GI 


g4049349 


BLAST score 


A O O 

423 


E value 


2 . Oe-41 


Match length 


122 


£ identity 


O / 


jnudi uescnpnon 


(AL034567) ubiquinol— cytochrome c reduct 




[Arabidopsis thaliana] 


Seq. No. 


192324 


Contig ID 


6187 2.R1039 


5 '-most EST 


LIB3147-032-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g4049349 


BLAST score 


212 


E value 


2.0e»17 


Match length 


97 


% identity 


54 



end, and Val-tRNA 



25757 



NCBI Description 



(AL034567) ubiquinol- cytochrome c reductase-like protein 
[Arabidopsis thaliana] 





JL £. J <£. yJ 


Contig ID 


6190 1.R1039 


5' -most EST 


LIB3083-114-Q1-L1-E3 






INL'IjI ol 




jtsiiAo i score 


oz y 


E value 


1 . ue-00 




9£R 
ZOO 


9* T r*S T^l 4~ T 4~ T T 

t> iaenLin.y 


Do 


NCBI Description 


\iuo/zdj Mtwo [Jxieuicago truncaruiaj 




1 9?^?6 


Contig ID 


6195 1.R1039 


5 f -most EST 


LIB3147-038-Q1-K2-H7 




DL1H.0 1 A 


INUrSl lal 


g4to 1 UOO j 


DixAo i score 


ou / 


E value 


0 . ue— oi 


jxiax.cn lengtn 


1 OA 


% identity 


ol 


NCBI Description 


(ALUU/U1/) unknown protein LArabiaopsis 




1 Q9 "397 


Contig ID 


6198 1.R1039 


5 f -most EST 


LIB3083-083-Q1-L1-F1 


Method 


"DT TV O rn'V 

BLAST X 


NCBI GI 


„y| Ol Ol 

g4zlol21 


BLAST score 


163 


E value 


1 . ue-lU 


Match length 


1 no 

lUz 


Q. a w 4— J 4-.. 

% identity 




NCBI Description 


(AL035353) putative protein [Arabidopsis 


C /-\ /->r Mrt 
DC4. 1NU. 


1 Q9 "39ft 




£9fi"3 1 PI n*5Q 


5 '-most EST 


LIB3T48-003-P1-K1-G12 


Method 


BLASTX 






DijLrt.oJ. score 


1 1 1 n 
11 lu 


E value 


1.0e-122 


Match length 


240 


% identity 


yu 


NCBI Description 


(AF074 940) ferric leghemoglobin reductas 




Lbiycine inaxj 


Seq. No. 


192329 


Contig ID 


6207 1.R1039 


5' -most EST 


LIB3083-052-Q1-L1-H5 


Seq. No. 


192330 


Contig ID 


6212 1.R1039 


5' -most EST 


LIB3083-037-Q1-G1-E7 



Seq. No. 



192331 



25758 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6213_1.R1039 

LIB3083-037-Q1-G1-E8 

BLASTX 

g2459446 

529 

6.0e-54 

169 

59 

(AC002332) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 



C 1 >-» j. VT n. 

beg. no. 




Contig ID 


6215 1.R1039 


o -most: bbi 


~ C n >l CLQH A 

goU4 oo /4 


Memo a 




NCBI GI 


g3201969 


BLAST score 


668 


E value 


1 . Oe-69 


Match length 


177 


% identity 


64 


NCBI Description 


(AFO 68332) submergence induced protein 


Seq. No. 


192333 


Contig ID 


6218_1.R1039 


5 -most EST 


LIB3083-094-Q1-L1-A9 


Method 


BLASTX 


NCBI GI 


g3236252 


Djjiioi score 




E value 


3.0e-68 


Match length 


203 


% identity 


60 


NCBI Description 


(AC004684) CERl-like protein [Arabidop 


Seq. No. 


192334 


contig id 


bzl9 1.R1039 


5 1 -most EST 


LIB3083-037-Q1-G1-F6 


Method 


BLASTX 


NCBI GI 


g3914449 


joiiiio i score 




E value 


2.0e-60 


Match length 


123 


% identity 


93 


NCBI Description 


26S PROTEASE REGULATORY SUBUNIT 7 (26S 




7) >gi 13172331 (AF041258) 26S proteasoi 




persica] 


Seq. No. 


192335 


Contig ID 


6222 1.R1039 


5* -most EST 


g5044571 


Method 


BLASTX 


NCBI GI 


g!00226 


BLAST score 


566 


E value 


5.0e-58 


Match length 


277 


% identity 


42 



NCBI Description 



hypothetical protein - tomato >gi 1 19275 | emb | CAA78112 | 
(Z12127) protein of unknown function [Lycopersicon 



25759 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 
Method 
NCBI GI 
BLAST score 



esculentum] >gi | 445619 tprf | | 1909366A Leu zipper protein 
[Lycopersicon esculentum] 

192336 

6226JL.R1Q39 

LIB3083-040-Q1-G1-A6 

BLASTX 

gl705678 

242 

1.0e-20 

57 
86 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi 1862480 (U20213) 
valosin-containing protein [Glycine max] 

192337 

6228JL.R1039 

uC-gsronu33B027f02bl 

BLASTX 

g2827699 

330 

1.0e-30 

172 

49 

(AL021684) predicted protein [Arabidopsis thaliana] 
192338 

6229JL.R1039 

uC-gsflmaxxa045fllbl 

BLASTX 

g2129533 

545 

6.0e-56 

148 

72 

adenine nucleotide translocase - Arabidopsis thaliana 
>gi|1051109|emb|CAA89201| (249227) adenine nucleotide 
translocase [Arabidopsis thaliana] 

192339 

6233_1.R1039 

uC-gsronu33B127c02bl 

BLASTX 

g2765240 

212 

6.0e-17 

119 

40 

(Y12805) invertase inhibitor [Nicotiana tabacum] 
192340 

6236JL.R1039 

uC-gsflnu33B051dllbl 

BLASTX 

g3212879 

414 



25760 




E value 


3.0e-40 


\A — > +- /-^i V\ 1 /^s 'ry V\ 

jxiaxcn ieny lu 


1 ./O 






inujdi uescripxion 


Ir.cuu4uuoj puiative rixjosoiucii protein ii / Lrixa.Diaopsi 




thaliana] 


beg. mo. 


I yZ.34 1 


contig id 


D^4U i.Kiujy 


D IUOS U HjO I 


T TP^nfl ^ — D 4 fl — Pil —CI — TT^ 
LIDjUOj Ufl U bl EiJ 


Method 


T3T 7\ CTV 


NCBI GI 


g2911075 


BLAST score 


206 


E value 


o . ue l o 


ixia ten xenytn 


7 1 

/ 1 


% identity 


DO 


NCBI Description 


(AL021960) putative protein [Arabidopsis thaliana] 


beg. wo. 


l yz j4z 


uonuig lu 


co a o i oimo 


0 "IuOST- ilibi 


JjIdjI^D UUC5 M U / 






MPT3T r*T 


g4 1UZO 01 


BLAST score 


753 


E value 


5.0e-80 


Match length 


1DZ 


% identity 


y i 


NCBI Description 


(AF016893) copper/ zinc-superoxide dismutase [Populus 




tremuloides] 


beq. mo. 




Contig ID 


624i 1.R1039 


o -most EST 


LIBoUo J-U4U-Q1-G1-FZ 


beq. MO. 


lrzo4 4 


uonrig id 


0^44 l.Kluoy 


D — HlOSL fcjbl 


gDU4 4 / zu 


i. v ie u noa 


.Dli/iD X A 




gouz4oui 


BLAST score 


1008 


E value 


1.0e-110 


Match length 




% identity 


yu 


ncbi Description 


RA.b-KEIiATED PROTEIN RAB11C >gi [ 1 o / U 1 4 b | eillD 1 CAAy o 1 / 9 | 




(Z/oyolj RABllC [Lotus japonicus] 


Seq. No. 


19zo4o 


Contig ID 


6244 2.R10i9 


E | „ _ _ +- TOT* 

o -most: iijbi 


T TDTOT) HOI "Di VI 


jyie TinoQ 


oLiAb 1 A 


JNCbl bl 


no/ cm 
goU24oUl 


jDiirio i score 




E value 


1.0e-105 


Match length 


216 


% identity 


87 


NCBI Description 


RAS-RELATED PROTEIN RABllC >gi | 137014 6 | emb | CAA9817 9 | 




{273951) RABllC [Lotus japonicus] 



25761 



II 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



192346 

6246_1.R1039 

LIB3166-052-P1-K1-D6 

BLASTX 

g2764574 

670 

2.0e-70 

198 

67 

(AJ001009) pore protein of 24 kD (OEP24) 



[Pisum sativum] 



192347 

6247JL.R1039 

uC-gsronu33B04 4 f 05bl 

BLASTX 

g!170504 

562 

7.0e-83 

187 

83 

EUKARYOTIC INITIATION FACTOR (ISOJ4F SUBUNIT P82 
(IEIF-(ISO)4F P82) >gi 1452440 (M95747) initiation factor 
(iso)4f p82 subunit [Triticum aestivum] 

192348 

6253JL.R1039 
LIB3083-040-Q1-G1-G5 

192349 

6255JL.R1039 
LIB3083-040-Q1-G1-G7 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192350 

6258_1.R1039 

LIB3083-040-Q1-G1-H4 

BLASTX 

g4263786 

926 

1.0e-100 

224 

79 

(AC006068) 
component 



putative acyl coenzyme A oxidase, peroxisomal 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



192351 

6259_1.R1039 

LIB3165-041-Q1-K1-A9 

BLASTX 

g4127456 

422 

2.0e-41 

139 

40 

(AJ010818) Cpn21 protein [Arabidopsis thaliana] 
192352 

6261 1.R1039 



25762 




R 1 _ TT)0<5 -|- TTC1T 
D IUObt JLO 1 


T TR^Ofi ^ — 079— m -T i -ni 


Mot - hoH 




NCBI GI 


g3036816 


BLAST score 


277 


E value 


C flea — OA 




IDfi 


% identity 


JO 


jnudI Description 


(ALUzzo/oj myosm-liJce protein LArabiaopsis tnaliana] 


beg. no. 


iyz joo 


oontig ID 


ozoz l.KiUoy 


c. T _m/->o-i- t?QT 
0 IlIOSL £jO i 


t tr^hp ^— n^^— ni — t 1 — t?7 
LidjUo j U0j yi iii Ei / 




OJ-LTiiD 1 A. 


NCBI GI 


g3695388 


BLAST score 


281 


E value 


/ . ue Z 0 


riatcn iengi.n 


i?l 


% identity 


c c 
OO 


NCBI Description 


tAruybo/i; no aerimtion line round [Araoiaopsis tnai 


beg. NO. 


iy^oo4 


uonrig iu 


DiOO i.Kiuoy 


O lUOSL £iO 1 


T TR^979 — — Dl — T^l — 
JjIdOZ /Z-UZl - rl-J\l-Aj 




dt nQ»py 




gc>4 uz too 


BLAST score 


308 


E value 


1.0e-27 


Matcn lengtn 


lo / 


% identity 


4 4 


ncbi Description 


(AL031187) serine/threonine kinase - like protein 




[Arabidopsis thaliana] 


Seq. No. 


t o o o c c 

192355 


contig iu 


dzdo l.Riuoy 


o —most hbi 


LIBJUoo-U4 l-^)l-bl-£iiU 




ESliAo 1 A 


NCBI GI 


g3128176 


BLAST score 


372 


E value 


z . Ue-o5 


Match length 


loo 


% identity 


54 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana] 


beg . NO. 


1 QOQEift 

ly^oo o 


uont-iy ID 


COT'S 1 DimQ 


C 1 — _ 4_ "Corn 

o -most EST 


LIB3Uo3-041-Ql-Gl-H12 


Seq. No. 


i n o o c *7 

192357 


Contig ID 


6284 1.R1039 


o — niost kbi 


LIB31y /-04U-Q1-M1-D2 


fuT^*\ ^ X** /-J 

i v ie tnou 


nj TV CTV 

dJ_iA.o 1 A 


NPRT ftT 

IN J_ VJ-L 


yjuoo / u j 


BLAST score 


269 


E value 


4.0e-23 


Match length 


150 


% identity 


41 


NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 



25763 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192358 

6284_2.R1039 
uC-gsronu33B125b06bl 

192359 

6287_1.R1039 
uC-gsflnu33B019al0bl 

192360 

6291_1.R1039 
LIB3197-053-Q1-M1-H6 

192361 

6294JL.R1039 
uC-gsronu33B168allbl 

192362 

6295JL.R1039 

LIB3197-049-Q1-M1-G3 

BLASTX 

g2586127 

904 

1.0e-97 

263 

67 

(U89510) b-keto acyl reductase [Hordeum vulgare] 
192363 

6296JL.R1039 

LIB3145-044-Q1-K1-H4 

BLASTX 

g3201969 

881 

7.0e-95 

192 

80 

(AF068332) submergence induced protein 2A [Oryza sativa] 
192364 

6297JL.R1039 
LIB3083-042-Q1-G1-H11 

192365 

6301_1.R1039 

LIB3148-037-Q1-K1-B6 

BLASTX 

g4454051 

348 

1.0e-32 
117 
60 

(AL035394) 
thaliana] 



putative polygalacturonase [Arabidopsis 



Seq. No. 
Contig ID 



192366 

6305 1.R1039 



25764 



5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3083-046-Q1-G1-A12 
192367 

6328J..R1039 

LIB3083-046-Q1-G1-C7 

BLASTX 

g2213884 

887 

1.0e-99 

250 

74 

(AF004166) 
pennellii] 



2-isopropylmalate synthase [Lycopersicon 



192368 

6329_1.R1039 
uC-gsronu33B037fllbl 

192369 

6332_1.R1039 

uC-gsflmaxxa054hl2bl 

BLASTX 

g2317910 

740 

2.0e-78 

224 

59 

(U89959) CER1 protein [Arabidopsis thaliana] 
192370 

6333_1.R1039 

LIB3272-050-P1-K1-F2 

BLASTX 

g3660467 

1297 

1.0e-143 

306 

81 

(AJ001807) 
thaliana] 



succinyl-CoA-ligase alpha subunit [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



192371 

6333_2.R1039 

LIB3147-004-Q1-K1-D12 

BLASTX 

g3660467 

319 

2.0e-29 

75 

83 

(AJ001807) 
thaliana] 



succinyl-CoA-ligase alpha subunit [Arabidopsis 



192372 

6334_1.R1039 

uC-gsflnu33B136c03bl 

BLASTX 



25765 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



g2435517 
329 

1.0e-30 

133 
54 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 

192373 

6339JL.R1039 

g5047657 

BLASTX 

g3153205 

1386 

1.0e-154 

292 
87 

(U80922) serine/threonine protein phosphatase type one 
[Arabidopsis thaliana] 

192374 

6342_1.R1039 
LIB3272-028-P1-K1-B4 



Seq. No. 
Contig ID 
5 '-most EST 



192375 

6349JL.R1039 
g5046016 



Seq. No. 
Contig ID 
5' -most EST 



192376 

6349_2.R1039 
LIB3197-059-Q1-M1-D8 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192377 

6351JL.R1039 

LIB3083-046-Q1-G1-F7 

BLASTX 

g3367534 

1499 

1.0e-167 

330 

84 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb|U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192378 

6357_1.R1039 

LIB3166-015-P1-K1-H11 

BLASTX 

g832876 

589 

8.0e-61 

192 

70 

(L41345) ascorbate free radical reductase [Solanum 
lycopersicum] >gi | 1097368 | prf | | 2113407A ascorbate free 
radical reductase [Lycopersicon esculentum] 



25766 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



192379 

6357_2.R1039 

LIB3197-047-Q1-M1-C5 

BLASTX 

g832876 

1206 

1.0e-133 

265 

87 

(L41345) ascorbate free radical reductase [Solanum 
lycopersicum] >gi 1 1097368 I prf|| 2113407A ascorbate free 
radical reductase [Lycopersicon esculentum] 

192380 

6359JL.R1039 

LIB3197-045-Q1-M1-D3 

BLASTN 

g2351373 

71 

2.0e-31 

443 

84 

Arabidopsis thaliana putative 26S proteasome subunit 
athMOV34 mRNA, complete cds 

192381 

6360_1.R1039 
LIB3083-087-Q1-L1-G2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



192382 

6367_1.R1039 

LIB3135-039-Q1-K1-B7 

BLASTX 

g2129915 

529 

1.0e-53 

149 

67 

ferredoxin precursor - sweet orange 

>gi | 1360725 | emb | CAA87068 | (Z46944) non-photosynthetic 
ferredoxin [Citrus sinensis] 

192383 

6368_1.R1039 
LIB3083-04 6-Q1-G1-H7 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192384 

6369_1.R1039 

LIB3083-04 6-Q1-G1-H8 

BLASTX 

g3687237 

773 

3.0e-82 

334 

50 

(AC005169) putative Cys3His zinc-finger protein 



25767 




[Arabidopsis thaliana] 



oeq. no. 


1 QO *3Q tZ 

1 y£ joj 


uonuig iu 


£*37 £ 1 Dl 

DO / D 1 . Kiuoy 


o -mosr hibi 


t to'3 0'7 o_ni i _t>i — tri _m i 
hLnj£ /^-Ull-rl— J\±— ull 


Method 


BLASTX 


NCBI GI 


g3643609 


BLAST score 


f C f"\ 

650 


E value 


4 . ue-oo 


Match length 


1 / D 


% identity 


69 


NCBI Description 


(AC005395) putative Cys3His zinc finger protein 




[Arabidopsis thaliana] 


beq. No. 


iyz Job 


uonuig IU 


ujOU l.KlUJi? 


5" -most EST 


uC-gsronu33B031cl2bl 


Method 


BLASTX 


NuBI CjI 


gooooJ Jo 


BLAST score 


14 b 


E value 


1 . 0e-0o 


Match length 


178 


% identity 


z b 


NCBI Description 


(AC005623) unknown protein [Arabidopsis thaliana 


Seq. No. 


192387 


Contig ID 


oJoo 1.R1UJ9 


5' -most EST 


LIB3083-047-Q1-G1-G2 


Method 


BLASTX 


NCBI GI 


g4510377 


BLAST score 


179 


E value 


4 .Oe-13 


Match length 


47 


% identity 


72 


NCBI Description 


(AC007017) putative RNA helicase A [Arabidopsis 


Seq. No. 


192388 


Contig ID 


639z 1.R1U39 


o — most: boi 


LIBJUo J-Ubu-Ql-Ll-Gz 


Method 


BLASTX 


NCBI GI 


g2829899 


BLAST score 


263 


E value 


9 . Oe-23 


Match length 


132 


% identity 


42 


NCBI Description 


(AC002311) similar to ripening-induced protein, 




gp IAJ001449 t 2465015 and majorilatex protein, 




gp|X91961 | 1107495 [Arabidopsis thaliana] 


Seq. No* 


192389 


Contig ID 


6393 1.R1039 


5' -most EST 


LIB3083-047-Q1-G1-H2 


Method 


BLASTX 


NCBI GI 


g2129753 


BLAST score 


899 


E value 


3.0e-97 


Match length 


198 



25768 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



85 

threonine synthase (EC 4.2.99.2) precursor - Arabidopsis 
thaliana (fragment) >gi 11448917 (L41666) threonine synthase 
[Arabidopsis thaliana] 

192390 

6396J..R1039 

uC-gsronu33B008c09bl 

BLASTX 

g4039152 

178 

7.0e-13 

38 

87 

(AF104221) low temperature and salt responsive protein 
LTI6B [Arabidopsis thaliana] >gi | 4325219 | gb IAAD17303 | 
(AF122006) hydrophobic protein [Arabidopsis thaliana] 

192391 

6397JL.R1039 

LIB3083-047-Q1-G1-H7 

BLASTX 

g3421096 

1163 

1.0e-128 

249 

88 

(AF043528) 20S proteasome subunit PAG1 [Arabidopsis 
thaliana] >gi 13885332 (AC005623) proteasome component 
[Arabidopsis thaliana] 

192392 

6402_1.R1039 

LIB3083-048-Q1-G1-D1 

BLASTX 

gl651828 

252 

2.0e-21 

102 

46 

(D90900) dihydrolipoamide dehydrogenase [Synechocystis sp.] 
192393 

6405JL.R1039 
LIB3197-033-Q1-M1-E12 

192394 

6405_2.R1039 
LIB3148-043-Q1-K1-A11 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



192395 

6406_1.R1039 

LIB3189-046-P1-K1-C1 

BLASTX 

gl665817 

193 

2.0e-14 



25769 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



94 
36 

(D87466) Similar to S.cerevisiae hypothetical protein L3111 

(S59316) [Homo sapiens] 

192396 

6412_1.R1039 

LIB3149-035-Q1-K1-D9 

BLASTX 

g445613 

875 

3.0e-94 

236 

71 

ribosomal protein L7 [Solanum tuberosum] 
192397 

6412_2.R1039 

LIB3166-023-P1-K1-C5 

BLASTX 

g445613 

839 

2.0e-97 

239 

75 

ribosomal protein L7 [Solanum tuberosum] 



192398 

6412J3.R1039 

LIB3196-035-P1-M1-E4 

BLASTX 

g445613 

305 

7.0e-28 

95 

65 

ribosomal protein L7 



[Solanum tuberosum] 



192399 

6417_1.R1039 
LIB3189-002-P1-K1-C5 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



192400 

6420_1.R1039 

uC-gsflmaxxa012b02bl 

BLASTX 

g2154715 

335 

4.0e-31 

178 

48 

(Y09418) CDPK-related protein kinase 
192401 

6421_1.R1039 

LIB3083-049-Q1-L1-H12 

BLASTX 



[Arabidopsis thaliana] 



25770 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g549010 
1022 

l.Oe-111 

218 

90 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERF1) 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUP1 HOMOLOG) 
>gi I 322554 |pir | | S31328 omnipotent suppressor protein SUP1 
homolog (clone G18) - Arabidopsis thaliana 
>gi|16514|emb|CAA4 9172| (X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP4 5) [Arabidopsis 
thaliana] >gi | 1402882 | emb | CAA66813 | (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi | 14 95249 | emb | CAA66118 | (X97486) eRFl-3 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192402 

6421_2.R1039 

g3325772 

BLASTX 

g549010 

749 

1.0e-79 

175 

83 

EUKARYOTIC PEPTIDE CHAIN RELEASE FACTOR SUBUNIT 1 (ERF1) 
(OMNIPOTENT SUPPRESSOR PROTEIN 1 HOMOLOG) (SUP1 HOMOLOG) 
>gi I 322554 |pir | | S31328 omnipotent suppressor protein SUP1 
homolog (clone G18) - Arabidopsis thaliana 
>giU65141emb|CAA49172| (X69375) similar to yeast 
omnipotent suppressor protein SUP1 (SUP4 5) [Arabidopsis 
thaliana] >gi | 1402882 | emb i CAA66813 | (X98130) eukaryotic 
early release factor subunit 1-like protein [Arabidopsis 
thaliana] >gi 1 1495249 1 emb | CAA66118 | (X97486) eRFl-3 
[Arabidopsis thaliana] 



Seq. No. 


192403 




Contig ID 


6422 1.R1039 




5 '-most EST 


LIB3135-053-Q1 


-K1-A5 


Method 


BLASTX 




NCBI GI 


g3719211 




BLAST score 


630 




E value 


1.0e-65 




Match length 


154 




% identity 


81 




NCBI Description 


(U97021) UIP2 


[Arabidopsis thaliana] 


Seq. No. 


192404 




Contig ID 


6423 1.R1039 




5' -most EST 


LIB3149-063-Q1 


-K1-A4 


Method 


BLASTX 




NCBI GI 


g466160 




BLAST score 


373 




E value 


1.0e-35 




Match length 


84 




% identity 


85 




NCBI Description 


HYPOTHETICAL 9 


.8 KD PROTEIN ZK652.3 IN 



IN CHROMOSOME III 



25771 



>gi|630771|pir| | S44903 ZK652.3 protein - Caenorhabditis 
elegans >gi 1289769 (L14429) putative [Caenorhabditis 
eiegans] 



ocq. 1NO. 


1 Q94HR 




64 94 1 R1 D^Q 


5' -most EST 


g5049445 


Method 


BLASTX 


INL^-Dl VjX 


gz lzyoou 


oi-tfio i score 


41 ^ 
ft J. O 


E value 


0 fia-ylfl 

z • ue 4U 


Match length 


1U 0 


% identity 


O / 


iNUiii Description 


lamm — Araoiuopsis tnanana -^gi I izoz /34 




vxy/uzo; lamin [iiraDiciopsis tnananaj >g 




Llli KIlO WI1 yl\L dDlQOpSlS COaXlallci J 


Seq. No. 


192406 


Contig ID 


6431JL.R1039 


D —most JiOl 


LIdjUoj U4o ul Jl4 


\A /-v +- V\ \ f4 

i v je tnoQ 


DJbrio 1 A 


JNLbl (j1 


g4ooocsy / 


BLAoi score 




E value 


l . Ue-ldl 


Match length 


ooo 


% identity 


o4 


NCBI Description 


(ALU4y4oz) AXllUP-like protein [AraiDiaop 


Seq. No. 


192407 


Contig ID 


6433_1.R1039 


o — mosti hioi 


J_iliiJ14 y — uiz— y 1— i\l— Cjy 


Method 




NCBI GI 


g2947062 


BLAST score 


268 


E value 


/ . ue— 


Match length 


Z4 D 


^ identity 


Jo 


NCBI Description 


(ACUUzozi) unknown protein LA^Diaopsis 


Seq. No. 


lyz4Uo 


uontig ID 


d4Jo l.RlUJy 


0 — IlLOST- HjOI 


LilDolOO — U4 4— yi J\l Ai7 


oeq. no. 




Contig ID 


6439 1.R1039 


5 '-most EST 


LIB3083-049-Q1-L1-G12 


Metnoa 


BLASTX 






BLAST score 


167 


E value 


2.0e-ll 


Match length 


162 


% identity 


38 


NCBI Description 


(AC005679) EST gb|R30300 comes from this 




thaliana] 


Seq. No. 


192410 


Contig ID 


6449_1.R1039 



(U77721) 



[Arabidopsis 



25772 



© 



*J ILIXJO L. J—iO X 


IllDjlU J \J*j£* \> X, I\.JL. 00 






NCBI GI 


g2677828 


BLAST score 


1387 


Hi vci-Llie 


x . ue io ft 


XYlciLOll XcXigU-Xl 


J JO 


^ XU.cIluXL.y 


77 


iNL,£5l UQSCl.XpZ.XOTL 


(U93166) cysteine protease 


oeq. wo. 


1 GO A 1 1 

1 yz 4 11 


k^Qiixig ID 


£AAQ 9 pi n^o 


~J 1LLUO L. J-jU X 


T TR^TQ7-09n-ni —Ml -Pi 9 






NCBI GI 


g2677828 


BLAST score 


416 


Hi V aluc 




rja tun xctiy on 


1 1 Q 

X X -7 


x> lUcllLl Ly 


00 


lN^lOX UcibCrxp tlun 


(U93166) cysteine protease 


C Q /y JC[r\ 


1 QO /II 0 




b44y 4.KXUoy 


D XllOoL. HiO 1 


T TP.^1 ^fi-fT?^- PI — Tfl —PI 9 


rut; uiujvj. 


OJ-lcLO XA 


NCBI GI 


g2677828 


BLAST score 


357 


E value 


C Hy-v "3/1 

b . ue— 04 


Hai.cn leng un 


111 
XXX 


^ itienxx uy 




jnl-dx Description 


(uyoioo) cysteine protease 


OC4 • LNO • 


1 QO A 1 "5 

iy^4 1 3 


uonuig id 


D4oU LKlU^y 


O UlUbL. Xi»o 1 


gou fi / z y 0 


lit; liivjh 


PLASTY 
LjX_irlO 1 A. 


NCBI GI 


g3668092 


BLAST score 


515 


E Vcilu© 


j • ue 


i v iatcn leng in 


xy 4 




DX 


jnudi uescription 


tiiLUU4Db/) unknown protein 


oeq. no. 


lyz414 


uonuig ijj 


D4D1 i.Kiu^y 


0 IUOSl &0 1 


XiXiDoUoo-UOU-yi— L1-A4 




jDLlcxO 1 A 




rr9 9fl 1 11^ 

y zz 0 ixxo 


BLAST score 


173 


E value 


5.0e-23 


1y1aT.cn lengcn 


7H 


15 lueiiLiLy 






\ ntu Ui O J U ^ pULaLXVc OUJ LXXX 




thaliana] 


Seq. No. 


192415 


Contig ID 


6452_1.R1039 


5 T -most EST 


uC-gsronu33B087b04bl 



[Prunus armeniaca] 



[Prunus armeniaca] 



25773 



Oflfr "Wo 




Print" i rr TD 


6453 1 R1039 


>J 1LLUOL £jO 1 


ltr?08^-oso-oi -t,i -a6 

LllDJUO J \J-J\i St- 1 - J-lJ_ "V 


Vt oo 


RT.A^TY 


NCBI GI 


g3202042 


BLAST score 


333 


E value 


O 1 UC J JL 


l v ld.L.Cn Icily L.I1 


lO J- 


% identity 


52 


NCBI Description 


(AF069324) 26S proteasome regulatory subunit S5A 




f M*=i <5 ^mV^ y wa Ti 1~ Vi evminn ptv^I's 1 1 i ti i niTt 1 

l_ilCOC.LI.LkJJ. y CL1L L. 11 C 1U LULL J_ _y O La^XXliLULlJ 


Seq. No. 


192417 


Contig ID 


6455 1.R1039 




LllDJUO J X 1 27 i-l-L iil Z. 


Seq. No. 


192418 


Contig ID 


6456J..R1039 


C; T _ Tnn<5 |- FQT 
J ILLUo u DO 1 


T.TR^DR^ — fil -T.I — F£ 

JjlD JUO J UJ J ^i-<- J-i J- £j\> 


ocq. jno. 




uomzig xjj 




O lUL/d V- DO 1 


JjIDJUU J \J*J\J ^J- JJl D1U 


oeq. jno* 


1 00 a on 




£A 1 di n^Q 


C I _mo o-h ITQT 

D mo Su EjOi 


t TR'Vnfi^-nRn-rn -t *i — r? 

iilOJUO J VJOU yi 111 £5^ 


Method 


BLASTX 


NCBI GI 


g3426039 


tsjLifioi score 


S3 fi R 
O DO 


E value 








% identity 


00 




( 2i f"* fl Pi R 1 £a ft \ iifi Vn own nrnf oi n r 2\ v a "i Hnnc i' 0 fhsT "i anal 


oeq. no. 


lyz^zi 


fnn +■ i rr TH 

^unuiy lu 




0 — most cjo i 


ut- gsronu^oBi ooaizoz 


Method 


BLASTX 


NCBI GI 


g4432844 


DiiH.oi score 


j^t 1 


E value 




ria. ten ieny in 


1 D 0 


% identity 


4Z 




^APnnfi^S*^^ n ti V"n own rsT'oro'i ti f Z\ TaKi Horic 1 c fha 1 1 anal 
Vri^VJ U QZ. O j J UI1A.I1UWI1 piULclu ^rtxclJJlU.vJ^J'isliD Llldlldlld J 


oeq. jno . 


1 QO/I OO 

1 yz^zz 


r* 1 r\r~\-i~ -1 /r T Pi 

uontiy ±u 


Ori DO I.uIUjj 


D "ITIOSX- HjO 1 


j_ilDJUoO~UDU~y I~lil~i5c5 


Mof- ]-i oH 


RT.A^Ty 

JDi_irl.O j. A. 


NCBI GI 


gll70603 


BLAST score 


185 


E value 


1.0e-13 


Match length 


97 


% identity 


41 


NCBI Description 


PROBABLE SERINE/THREONINE-PROTEIN C2F7.03C 



25774 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi|2130372|pir| IS58147 hypothetical protein SPAC2F7.03c - 
fission yeast (Schizosaccharomyces pombe) 
>gi|1052786|emb|CAA90490| (Z50142) protein kinase 
[Schizosaccharomyces pombe] 

192423 

6471JL.R1039 

LIB3149-031-Q1-K1-A7 

BLASTX 

g2500376 

463 

5.0e-46 

95 

94 

60S RIBOSOMAL PROTEIN L34 >gi | 4262177 | gb | AAD14494 | 
(AC005508) 23552 [Arabidopsis thaliana] 

192424 

6471J2.R1039 

LIB3166-031-P1-K1-F12 

BLASTX 

g3024632 

242 

4.0e-20 

214 

27 

GAMMA-SOLUBLE NSF ATTACHMENT PROTEIN (SNAP-GAMMA) 
>gi 1 1685288 (U78107) gamma SNAP [Homo sapiens] 
>gi | 4505331 | ref | NP_003817 . 1 | pNAPG | UNKNOWN 

192425 

6471_3.R1039 

LIB3145-001-P1-K1-G10 

BLASTX 

g2500376 

361 

5.0e-34 

82 

84 

60S RIBOSOMAL PROTEIN L34 >gi | 4262177 ! gb IAAD14494 | 
(AC005508) 23552 [Arabidopsis thaliana] 

192426 

6471_4.R1039 

uC-gsflmaxxa028c09bl 

BLASTX 

g730558 

494 

4.0e-50 

100 

96 

60S RIBOSOMAL PROTEIN L34 >gi | 1076636 | pir | | S48027 ribosomal 
protein L34 - common tobacco >gi | 2129964 | pir || S48028 
ribosomal protein L34.e, cytosolic - common tobacco 
>gi 1 436030 (L27089) 60S ribosomal protein L34 [Nicotiana 
tabacum] >gi | 436032 (L27107) 60S ribosomal protein L34 
[Nicotiana tabacum] 



25775 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192427 

6480JL.R1039 

uC-gsronu33B005gllbl 

BLASTX 

g4204300 

547 

1.0e-55 

217 
53 

(AC003027) Unknown protein [Arabidopsis thaliana] 
192428 

6482JL.R1039 

LIB3135-040-Q1-K1-D3 

BLASTX 

g2982432 

334 

3.0e-31 

76 

80 

(AL022224) putative protein [Arabidopsis thaliana] 
192429 

6484JL.R1039 

g5050877 

BLASTX 

g4455207 

440 

2.0e-43 

95 

91 

(AL035440) ubiquitin-like protein [Arabidopsis thaliana] 
192430 

6484_2.R1039 

uC-gsflnu33B127b02bl 

BLASTX 

g2501449 

337 

2.0e-31 

68 

94 

UBIQUITIN-LIKE PROTEIN SMT3 >gi | 1668773 | emb | CAA67922 | 
(X99608) ubiquitin-like protein [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192431 

6487JL.R1039 

LIB3120-043-P1-K1-B11 

BLASTX 

g629541 

291 

6.0e-26 

81 

74 

plasma membrane intrinsic protein lc - Arabidopsis thaliana 
>gi|472875|emb|CAA53476| (X75882) plasma membrane intrinsic 



25776 



protein lc [Arabidopsis thaliana] 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192432 

6487_2.R1039 

LIB3166-011-P1-K1-F7 

BLASTX 

gll75012 

1299 

1.0e-144 

286 

86 

PLASMA MEMBRANE INTRINSIC PROTEIN 1C (TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi| 396218 |emb|CAA4 9155 | (X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] 

192433 

6487_4.R1039 

uC-gsronu33B149f 12bl 

BLASTX 

g2440044 

342 

3.0e-57 

127 

89 

(AJ001293) major intrinsic protein PIPB [Craterostigma 
plantagineum] 

192434 

6487_7.R1039 

uC-gsflnu33B142f03bl 

BLASTX 

gll75012 

237 

5.0e-20 

45 

89 

PLASMA MEMBRANE INTRINSIC PROTEIN 1C (TRANSMEMBRANE PROTEIN 
B) (TMP-B) >gi| 396218 |emb|CAA4 9155 | (X69294) transmembrane 
protein TMP-B [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



192435 

6491JL.R1039 

LIB3083-050-Q1-L1-E4 

BLASTX 

g2960216 

1029 

1.0e-112 

238 

84 

(AJ223384) 26S proteasome regulatory ATPase subunit 10b 
(SlOb) [Manduca sexta] 

192436 

6492JL.R1039 

uC-gs f ImaxxaO 6 9d0 lbl 

BLASTX 

g3549669 



25777 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



743 

7.0e-79 

167 

86 

(AL031394) putative protein [Arabidopsis thaliana] 
192437 

6495_1.R1039 

LIB3083-050-Q1-L1-E8 

BLASTX 

g541979 

977 

1.0e-106 

218 
87 

guanine nucleotide regulatory protein - fava bean 
>gi I 303744 |dbj |BAA02113| (D12545) GTP-binding protein 
[Pisum sativum] >gi | 452361 | emb | CAA8270 9 | (Z29592) guanine 
nucleotide regulatory protein [Vicia faba] 
>gi|738937 |prf | | 2001457E GTP-binding protein [Pisum 
sativum] >gi | 1098295 | prf | | 2115367C small GTP-binding 
protein [Vicia faba] 

192438 

6495_2.R1039 

LIB3145-024-Q1-K1-H12 

BLASTX 

g4539399 

525 

1.0e-53 

120 

88 

(AL035526) ras-like GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192439 

6497J..R1039 

g5050747 " 

BLASTX 

g3702333 

403 

6.0e-39 

182 

48 

(AC005397) hypothetical protein [Arabidopsis thaliana] 



192440 

6500_1.R1039 

g5050780 

BLASTX 

g4455800 

406 

4.0e-39 

145 

55 

(Z97343) unnamed protein product 



[Arabidopsis thaliana] 



25778 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192441 

6500_2.R1039 

LIB3147-008-Q1-K1-H3 

BLASTX 

gl729891 

190 

3.0e-14 

113 

36 

TEGT PROTEIN (TESTIS ENHANCED GENE TRANSCRIPT) 
>gi| 2136254 |pir| | 138334 TEGT (testis enhanced gene 
transcript) - human >gi | 458545 | emb | CAA53472 | (X75861) TEGT 
[Homo sapiens] >gi | 4507433 | ref | NP_003208 . 1 1 pTEGT | testis 
enhanced gene transcript 



Seq. No. 


192442 


Contig ID 


6500_3.R1039 


5 '-most EST 


LIB314 6-055-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g4455800 


BLAST score 


270 


E value 


1 . Oe-23 


Match length 


114 


% identity 


48 


NCBI Description 


(Z97343) unnamed protein product 


Seq. No. 


192443 


Contig ID 


6512_1.R1039 


5 1 -most EST 


LIB3083-101-Q1-L1-D2 


Method 


BLASTX 


NCBI GI 


gl076274 


BLAST score 


309 


E value 


2 . Oe-28 


Match length 


111 


% identity 


57 


NCBI Description 


cucumisin (EC 3.4.21.25) precurs 


Seq. No. 


192444 


Contig ID 


6522 1.R1039 


5' -most EST 


LIB3197-035-Q1-M1-B3 


Method 


BLASTX 


NCBI GI 


g3420055 


BLAST score 


711 


E value 


3.0e-75 


Match length 


173 


% identity 


83 


NCBI Description 


(AC004 680) cyclophilin [Arabidop 


Seq. No. 


192445 


Contig ID 


6525 1.R1039 


5' -most EST 


uC-gsronu33B160g07bl 


Method 


BLASTX 


NCBI GI 


g2497538 


BLAST score 


726 


E value 


2.0e-80 


Match length 


179 


% identity 


85 



[Arabidopsis thaliana] 



(fragment) 



25779 



NCBI Description PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi | 466350 (L08632) 
pyruvate kinase [Glycine max] 





192446 


^onx,ig ±u 




5 1 -most EST 


uC-gsflnu33B018e01bl 


Method 


BLASTX 




y ^ *± _? i j jo 


Diji-io i score 




E value 


1 • Uc / J 


rid U Gil leily LI1 


Idl 






jncdi Description 






pyruvate Kinase tuiycine maxj 


dorr M/->, 




Contig ID 


6526 1.R1039 


5 T -most EST 


LIB3083-050-Q1-L1-H9 


i v ie ciiotj. 


JDJ-LTlO X A. 


MPDT PT 






900 


E value 


z . ue— id 


l v ldl-CIl lolly LIl 


O u 


% identity 


4 4 


NCBI Description 


^i\uuuuj4o; i/jNy.iu [AraDiaopsis unanana 


beq. wo . - 


1 CkO A A Q 


Contig ID 


6530 1.R1039 


5* -most EST 


g5044633 


Method 




JNCbl bl 




biiAbi score 


ETC 

3/0 


E value 


o . ue— oy 


Match length 




^ identity 


4 y 


NCBI Description 


(AC005313) unknown protein [Arabidopsis 


oeq • imo . 


1 


UOIitly LU 


^R^ff 1 pi n^Q 

OjjO 1.I\1Ujj 


5 '-most EST 


LIB3T35-055-Q1-K1-D6 


Method 


BLASTX 


MPP.T PT 


g4 ddjojo 


dlhdi score 


fiUl 


TP TT ^111 /*X 


ft fio-^Q 

o • ue oy 


ixiatcn lengtin 


inn 
1UU 


% identity 


n c 
/ O 


nlbi Description 


(AC006585) putative steroid binding prot 




thaliana] 


Seq. No. 


192450 


Contig ID 


6539 1.R1039 


5 T -most EST 


uC-gsflnu33B001h03bl 


Method 


BLASTX 


NCBI GI 


g71498 


BLAST score 


389 


E value 


1.0e-37 


Match length 


117 



(L08632) 



25780 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 

heat shock protein 17.7 - garden pea 
192451 

6540JL.R1039 

LIB3196-023-P1-M1-C12 

BLASTX 

gll70851 

399 

1.0e-38 

174 
48 

MANNOSYL- OLIGOSACCHARIDE ALPHA- 1, 2 -MANNOS I DAS E 
(MAN (9) - AL PHA-MANNOS I DASE ) (ALPHA-MANNOSIDASE 1A) 
>gi| 1083410 | pir | IA54408 mannosyl-oligosaccharide 
1,2-alpha-mannosidase (EC 3.2.1.113) - mouse >gi 1474280 
(U04299) mannosyl-oligosaccharide alpha- 1 , 2-mannosidase 
[Mus musculus] 



Seq. No. 
Contig ID 
S'-most EST 



192452 

6542JL.R1039 
LIB3197-016-P1-M1-B5 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



192453 

6544_1.R1039 

LIB3148-013-Q1-K1-F9 

BLASTX 

g2789466 

149 

2.0e-09 

105 

31 

(AB0087 98) nuclear pore complex glycoprotein p62 
[Oncorhynchus mykiss] 

192454 

6545JL.R1039 

uC-gsronu33B029b02bl 

BLASTX 

g3080414 

742 

1.0e-78 

185 

83 

(AL022604) putative protein [Arabidopsis thaliana] 
192455 

6546JL.R1039 
LIB3083-099-Q1-L1-H4 

192456 

6555_1.R1039 

LIB3189-048-P1-K1-F3 

BLASTX 

g541951 

554 

7.0e-57 



25781 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 



167 
68 

SPCP2 protein 
[Glycine max] 



- soybean >gi 1310578 (L12258) nodulin-26 



192457 

6556_1.R1039 

g5049193 

BLASTX 

g3080420 

1038 

1.0e-113 

325 
62 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 

192458 

6557_1.R1039 

LIB3147-007-Q1-K1-D9 

BLASTX 

g4539292 

443 

1.0e-43 

93 

87 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 

192459 

6557_2.R1039 

uC-gsflnu33B137gllbl 

BLASTX 

g4539292 

452 

8.0e-45 

96 

86 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 

192460 

6557_3.R1039 

LIB3197-04 9-Q1-M1-G6 

BLASTX 

g4539292 

452 

1.0e-44 

96 
86 

(AL049480) 
thaliana] 



putative ribosomal protein S10 [Arabidopsis 



192461 

6558_1.R1039 
LIB3145-028-Q1-K1-D9 



25782 



Seq. No. 




Contig ID 


fCCQ O D1 n*^Q 


0 -ItlOSt. EjOI 


t tr^TTp ^— n Q1 —Hi — ' 


Metnoa 


oJj/iO J. A 


NCBI GI 


g586797 


BLAST score 


278 


E value 




Ma t cn 1 engt n 


1 Q/l 


% identity 




NCBI Description 


uvDAT i ur r rTr , 7iT c. q 
hi rUl nlL 1 IUAIi j!? 


Seq* No. 




Contig ID 




o -most rjbi 


T TR^np^-nm -HI - 


Metnoa 


OljiiOl A 


MfRT {IT 




BLAST score 


369 


E value 


3.0e-35 


Match length 


142 


% identity 


54 


NCBI Description 


(D26015) CND41, 



1 KD PROTEIN ZK637.1 IN CHROMOSOME III 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chloroplast nucleoid DNA binding protein 
[Nicotiana tabacum] 

192464 

6566_1.R1039 

uC-gsflnu33B049gl2bl 

BLASTX 

g2190992 

391 

6.0e-38 

121 
64 

(AF004358) glutathione S-transf erase TSI-1 [Aegilops 
tauschii] 



Seq. No. 
Contig ID 
5* -most EST 



192465 

6568_1.R1039 
LIB3083-051-Q1-L1-D3 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



192466 

6570_1.R1039 
uC-gsronu33B017a07bl 

192467 

6572JL.R1039 
LIB3083-051-Q1-L1-D7 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192468 

6573JL.R1039 

g5049036 

BLASTX 

g3395432 

1337 

1.0e-148 

315 

80 

(AC004 683) unknown protein [Arabidopsis thaliana] 



25783 



C £i rr Vf /-\ 




^wLJII 1 l_y llJ 






T TR'Vfp Q— D09-P1 — -all 

J_ii.DOJ.0_/ UvJ-C JTX JaX riXX 


Method 


BLASTX 


NCBI GI 


g2431769 


DXj.tt.bl 5COI6 




Hi vciXU.^3 


li Uc X 


Match length 


111 


% identity 


51 


in^dx uescnpiion 


luoz/ozj acidic x xjjosuiiicix 


Seq. No. 


192470 


Contig ID 


6574_2.R1039 


C I __ n - c ,4- TT Q rp 
3 IUOSL. CjOI 




beg . jno . 


i yz4 / 1 


Loncig id 


03/4 o . Kiuoy 




JjlDOlOD UU1 \l± I\X DJ 


oeg. no. 




fnnf i n T Pi 


£R74 4 PI n*^Q 


O ILLvJoL LOi 


T TRTT~Q7 — (147-01 -Ml — 1TQ 

XjXDOX-7/ Ufi/ Si-- "J- r _? 


Method 


BLASTX 


NCBI GI 


g2431769 


rsLiAibl SCOxe 


0 "5 "5 
ZOO 


E value 


z . ue 


Match length 


T7 


% identity 


/y 


jnudx uescj. ipmon 


^uo-i/D--/ aciuic xiDOSOiriax 


Seq. No. 


iy4_4 /o 


/"* f-l +- -1 /~r T T\ 

tOntly 11J 


OO / 4 D.Kxuoy 


R » _mnch TP QT 1 


uk/ gsir onuooDXO uau /jl>x 


Method 


BLASTX 


NCBI GI 


g2431769 


dLlRoi score 


ZUi 


E value 


i . ue-io 


Match length 


c r 
OO 


% identity 


/ U 


jnujdx uescription 


\,udz/ozj aciQic xiDOSonia± 


beq. jno* 




uoncig XU 


Oj / 4 D . KxUoy 


O IUOST, ILOl 


t TR^T^^— n^^— pi —tci — m 

LlDjlDO Ujj riM t)J. 


Method 


BLASTX 


NCBI GI 


g2431769 


oLiAbi score 


Zz 0 


E value 




Matr 1 !! 1 fin Vi 
ructuoxi xciiyuii 




% identity 


79 


NCBI Description 


(U62752) acidic ribosomal 


Seq. No. 


192475 


Contig ID 


6574 7.R1039 


5' -most EST 


uC-gsflnu33B071a09bl 



25784 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 



192476 

6576_1.R1039 

g5045297 

BLASTX 

g541800 

806 

1.0e-157 

294 

94 

protein kinase (EC 2.7.1. 
>gi | 454980 | emb| CAA54746I 



37) cdc2-Pa - Norway spruce 
(X77680) cdc2Pa [Picea abies] 



192477 

6576_2.R1039 

LIB3083-051-Q1-L1-E10 

BLASTX 

gl377890 

249 

3.0e-21 

52 

96 

(L77083) cdc2 gene product 



192478 

6580_1.R1039 

uC-gsf lnu33B0 93b07bl 

BLASTX 

g3935167 

466 

2.0e-46 

98 

93 

(AC004557) F17L21.10 



[Nicotiana tabacum] 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



192479 

6580_2.R1039 

uC-gsronu33B156gl2bl 

BLASTX 

g3935167 

555 

8.0e-57 

122 

89 

(AC004557) F17L21.10 
192480 

6583JL.R1039 
uC-gsflmaxxa057c06bl 

192481 

6585JL.R1039 
LIB3083-051-Q1-L1-E9 

192482 

6590JL.R1039 

uC-gs f lmaxxa 0 4 2d0 8bl 

BLASTX 



[Arabidopsis thaliana] 



25785 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g456568 
787 

6.0e-84 

148 

98 

(L29077) ubiquitin conjugating enzyme [Pisum sativum] 
192483 

6590_2.R1039 

g5045420 

BLASTX 

g456568 

787 

7.0e-84 

148 

98 

(L29077) ubiquitin conjugating enzyme [Pisum sativum] 



192484 

6590_3. 

LIB3146 

BLASTX 

g213008 

166 

1.0e-ll 

34 . 
91 

ubiquit 
ubiquit 



R1039 
025-Q1-K1-C7 

8 



in conjugating enzyme - rice >gi 11373001 (U15971) 
in conjugating enzyme [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 



192485 

6591J..R1039 
LIB3189-011-P1-K1-D9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192486 

6595_1.R1039 

LIB3083-113-Q1-L1-B5 

BLASTX 

gl32825 

162 

5.0e-ll 

67 

54 

SOS RIBOSOMAL PROTEIN CL25, CHLOROPLAST PRECURSOR 
>gi|71308|pir| IR5PM25 ribosomal protein PsCL25 precursor, 
chloroplast - garden pea >gi | 20877 | emb | CAA32 187 | (X14022) 
PsCL25 ribosomal preprotein (AA -30 to 74) [Pisum sativum] 

192487 

6610JL.R1039 

LIB3083-065-Q1-L1-H2 

BLASTX 

g3927825 

1180 

1.0e-130 

256 

88 



25786 




NCBI Description (AC005727) putative dTDP-glucose 4-6-dehydratase 
[Arabidopsis thaliana] 





± 3£. ft o 0 


Contig ID 


6614 1.R1039 


5 r -most EST 


LIB3083-051-Q1-L1-H5 


Method 


DT 7\ O TV 




g44Z0000 


BLAST score 


"3 A 1 
J4 X 


E value 


l . ue— ox 


Match length 


ZXO 


% identity 


0 J 


NCBI Description 


(AF0314 83) unknown [Rattus norvegicus] 


oeq. in o • 


X -?Z fl O j 


uontj.g lu 


bbio x . kxuo y 


r i j_ prim 

o -most EST 


LXboI bo— UI4 — rl-Kl— UI 


TUT /"n 4-* Irt y™\ /"I 




NOBI hi 


gz4 yjo yo 


BLAST score 


1177 


E value 


1.0e-129 


Matcn xengrn 


Z / X 


% identity 


Q c 
00 


NCBI Description 


CYSTEINE SYNTHASE (O-ACETYLSERINE SULFHYDRYLA5E 




(O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 




>gi 1 1071911 1 pir | | S46438 cysteine synthase (EC 4 




watermelon >gi | 540497 | db j t BAA05 965 | (D28777) cy 




synthase [Citrullus lanatus] 


Seq. No, 


192490 


uontig xu 


oblo l.KXUoy 


5 T -most EST 


LIB3083-086-Q1-L1-D11 


Method 


BLASTX 


NCBI GI 


gzoz /141 


biiAbi score 




E value 


1.0e-18 


Match length 


106 


% identity 


c o 

53 


NCBI Description 


(AF027173) cellulose synthase catalytic subunit 




[Arabidopsis thaliana] 


Seq. No. 


lyz4yl 


Contxg ID 


6621 1.R1039 


5 -most EST 


LIB30o3-052-Ql-Ll-All 


beq. No. 


xy^4yz 


Contig ID 


6626 1.R1039 


5 '-most EST 


LIB3166-022-P1-K1-G9 


Method 


DT 7\ CfPM 


NCBI GI 


gl890316 


BLAST score 


44 


E value 


5.0e-15 


Match length 


162 


% identity 


86 


NCBI Description 


A. thaliana mRNA for peroxidase ATP26a, partial 


Seq. No. 


192493 



25787 




^VJllUXy 1L/ 


fifi9fi 1 P1H3Q 


5 1 -mo^t EST 


LIB3T48-052-O1-K1-B8 


Mpt hod 


BLASTX 


NCBI GI 


gl565225 


BLAST score 


743 


ill V O.J- Liw 


2 Oe-78 


Ma. t" r* n. 1 on rrt~ n 


236 


Sr "i Hpnt"! t"U 


64 


MPQT Pio ciot* i mf" i on 


f Y Q R 9 \ oal r-fnl orannp ot*o t~ 0 "i n rZXy^oH Hnnci n q fha 1 i ana 

\ r\. Z? -J 1 J Oal L LUlCXdllUC piU LCXii |_ rtX GlXJ X HtJ^-/ O X 0 UiiCLXXCLliCL 


Clprr No 


1 924Q4 




fifi3i 1 pi n^Q 


R T _ Tnn „4- pom 


T.TR3?Tft3-nS2-ni -T,1 -R1 0 

illDJUO J VJsJjl. ^X XiX OXU 


Mp-f-Hnrl 




NCBI GI 


g4204315 


BLAST score 


491 


£j vQl LLC 




Ma 1~ r«Vi 1 on rrt* Vi 
1 id t_ 1^11 xciiy i_ xi 


1 fin 


0 lUcll LX L_y 


J 0 




1 7\ O m (1 < M / / \ Tin T/'T™* r\T«Tn t™i vri^oTT"! r 7\ v*5 t rl 0 ~i 0 t* Vi 3 ] 1 ^nal 
^^UUOUZ / y UIlKIlUWii piUCclIl LnlaJJluOpblD UIla.XXa.Ila. J 


Qorr Mrs 
Oct] • lNO • 


X Z7^4 


fAn +■ 4 rr T Pi 

L-onxxy lu 


cc-jo 1 pi n^Q 


t; T — Trine; t - TTCIT 1 


T.TR??Tft ^-0^9-01 -T 1 — Rl 1 

iiiDjyOJ UJc yi XjX Oil 


Mot* h or? 

liC L. 1 ik_/ kX 


RT.A^TX 


NCBI GI 


g4204265 


BLAST score 


746 


E value 




l v iciuL-Xl XcTlytll 


1 77 
X / / 


T> lUcilLlLy 


7 7 


T\T O" TJ T" Pi 0 0 rt "v* t >*> +• t r\ yi 
INk^-DX UtroOxXp LX(_>11 


f HCnn ^ rZirshi Hnnoi cr f Vial i anal 




X ^Z^i 


pnnf 1 rr TH 

Lontig lu 




c; r _ moQi- F^IT 

J iilUo L, HiO X 


iiiDoi^u ujo yi r\x Cio 


Mo +■ Vt 0 H 


RT.a^Ty 

OxxrlO i.A 


NCBI GI 


g3650030 


BLAST score 


•378 


Hi value 


*± » Uc OO 


1\/Ta +- r» Vi 1 onrr+-Vt 
IXLa. LL-il XcliyLIl 


1 

x 00 


Sr "ir1oY1"t™'1+"W 

lUcllLlLy 


DX 


inudx uescnpcion 


tfiuuuooyo; unKnown prouexn ["^^^-Loiopsis r.na.xianaj 






0"r\T> +■ -1 rr T P 

uonuiy if 




S ? — TTiocir F^T 

•J 1LLUO L HiO J. 


T.TR30ft 3-0^9-01 -T 1 -Rfi 

iiiDjyo J UOt. ViX XjX DO 


Mpi~hiOfi 


RT.A^TX 

OxxrlO X *\ 




CT4469020 


BLAST score 


454 


E value 


3.0e-45 


IXIaLO 11 Xfciiiy Lll 


x^o 


% identity 


73 


NCBI Description 


(AL035602) putative protein (fragment) [Arabidopsis 




thaliana] 


Seq. No. 


192498 


Contig ID 


6643_1.R1039 



25788 




5' -most EST 


uC-gsflnu33B128hl2bl 


Qppr Ma 


1 Q94QQ 


Contig ID 


6650 1.R1039 


5' -most EST 


LIB3146-022-Q1-K1-C10 


<w? c; ♦ LN w * 




OUXltly XJJ 


DDji X . i\X U j .7 


£ f TflAcf TT Q T 1 

Z) IlLUoL. CjO 1 


JjIdjUOj UOi yi Ll to 


uct] • LNO • 


1 09*^01 
l^Z JUl 


OUIIL-Ly XU 


000/ X . KIUjj 




XiX-DO^. UXO JtX I\X riO 


jyiet hod 


BLASTX 


NCBI GI 


a3421094 


BLAST srnrp 


llJv 


E value 


1.0e-124 


Match Length 


279 


% identity 


78 


NCBI Description 


(AF043527) 20S proteasome subunit PAF2 [Arabidopsis 




thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192502 

6657_2.R1039 

uC-gsflnu33B024gl2bl 

BLASTX 

g464444 

538 

3.0e-55 

118 

89 

PROTEASOME, 30 KD SUBUNIT (MULT I CATALYTIC END0 PEPTIDASE 
COMPLEX 30 KD SUBUNIT) >gi | 541889 | pir | | S39900 proteasome 
Arabidopsis thaliana >gi 1166830 (M98495) proteasome 
[Arabidopsis thaliana] 



192503 

6658JL.R1039 

LIB3197-052-Q1-M1-D1 

BLASTX 

g2995953 

311 

2.0e-28 

99 

63 

(AF053565) glutaredoxin I 



[Mesembryanthemum crystallinum] 



Seq. No. 
Contig ID 
5 T -most EST 



192504 

6659_1.R1039 
LIB3083-052-Q1-L1-D6 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



192505 

6660_1.R1039 

LIB3083-052-Q1-L1-D7 

BLASTX 

gl076580 

331 



25789 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-31 

117 

54 

alcohol dehydrogenase homolog ADH3b - tomato 
>gi|913446|bbs|160508 (S75487) alcohol dehydrogenase ADH 
{EC 1.1.1.1} [Lycopersicon esculentum=tomatoes, cv. red 
cherry, Peptide, 390 aa] [Lycopersicon esculentum] 

192506 

6662J..R1039 

g5044831 

BLASTX 

g2739046 

697 

6.0e-84 

228 
63 

(AF024652) polyphosphoinositide binding protein Ssh2p 
[Glycine max] 

192507 

6664J..R1039 

LIB3083-052-Q1-L1-E10 

BLASTX 

gl730630 

280 

9.0e-25 

167 

38 

HYPOTHETICAL 82.6 KD PROTEIN B0361.8 IN CHROMOSOME III 
>gi [ 458956 (U00031) similar to cytoplasmic domain of 
synaptobrevin [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192508 

6665JL.R1039 

LIB3189-034-P1-K1-A2 

BLASTX 

gl914683 

1133 

1.0e-124 

383 

62 

(Y12013) RAD23, isoform I 



[Daucus carota] 



192509 

6666_1.R1039 

uC-gsflnu33B066e07bl 

BLASTX 

g464621 

718 

9.0e-76 

232 

62 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi | 280374 | pir i | S28586 
ribosomal protein ML16 - common ice plant 
>gi|19539|emb[CAA49175| (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



25790 





1 Q9 R 1 n 
X;?Z3 xu 










Method 


BLASTX 


NCBI GI 


g4455129 


±_>J_iriQ ± OUUI 


JO J 


R va 1 up 

1_J V Cl-LU^ 






j. z. \j 






NP"RT np<?rri n1"i nn 


/ API 97 7 £1 ^ ri hnmirl onnrn+'cs-i n 7T3MP1 r Hnmri car^-i oncl 




1 Q9 1 


font - -j rr Tn 




5 ' — most" EST 


XllD J1J J U*iu \g/ X £\ J. £j \J 


Method 


BLASTX 


NCBI GI 


g2498706 


BLAST score 


171 


E value 


6.0e-12 


Match length 


59 


% identity 


47 


NCBI Description 


ORIGIN RECOGNITION COMPLEX PROTEIN, SUBUNIT 2 >gi 



Seq. No. 
Contig ID 
5 T -most EST 

Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 



(U40269) at0rc2p [Arabidopsis thaliana] >gi 1 3236239 
(AC004 684) origin recognition complex protein [Arabidopsis 
thaliana] 

192512 

6666_7.R1039 
uC-gsflnu33B002e08bl 

192513 

6667JL.R1039 

LIB3135-054-Q1-K1-C3 

BLASTN 

g3421122 

106 ( 

4.0e-52 

569 

80 

Arabidopsis thaliana 20S proteasome beta subunit PBG1 
(PBG1) mRNA, complete cds 

192514 

6668_1.R1039 

LIB3272-047-P1-K1-F7 

BLASTX 

g3421123 

952 

1.0e-103 

215 

83 

(AF043538) 20S proteasome beta subunit PBG1 [Arabidopsis 
thaliana] 

192515 

6669_1.R1039 
LIB3147-024-Q1-K1-A2 



25791 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g398994 

774 

2.0e-82 

181 

82 

1-AMIN0CYCL0PR0PANE-1-CARB0XYLATE OXIDASE (ACC OXIDASE) 

( ET H YLENE - FORMI NG ENZYME) (EFE) >gi 1166313 (M97961) tomato 

and apple ACC oxidase homologue [Actinidia deliciosa] 

192516 

6669_2.R1039 

uC-gsronu33B155e04b2 

BLASTX 

g4090533 

528 

6.0e-54 

113 

86 

(U68215) ACC oxidase [Carica papaya] 
192517 

6669_3.R1039 

LIB3147-028-Q1-K1-G12 

BLASTX 

gl29646 

543 

3.0e-88 

237 

68 

1 - AMI NOCYCLOPRO PANE- 1 -CARBOX YLAT E OXIDASE (ACC OXIDASE) 
(ETHYLENE-FORMING ENZYME) (EFE) (RIPENING- RELATED PROTEIN 
PAV0E3) >gi| 99498|pir| IS11879 ethylene-f orming enzyme - 
avocado >gi 1166945 (M32692) ripening-related protein 
(pAV0e3) [Persea americana] 

192518 

6669_4.R1039 

uC-gs f ImaxxaO 96g0 9bl 

BLASTX 

g4090533 

552 

1.0e-56 

132 

77 

(U68215) ACC oxidase [Carica papaya] 
192519 

6672JL.R1039 

g5044433 

BLASTX 

g4006878 

911 

1.0e-137 

343 

67 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 



25792 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192520 

6673_1.R1039 
g5044557 

192521 

6674_1.R1039 

LIB3083-063-Q1-L1-B6 

BLASTX 

g3928089 

372 

3.0e-35 

137 

55 

(AC005770) putative osr40 [Arabidopsis thaliana] 
192522 

6674^2. R1039 

LIB3165-034-P1-K3-C11 

BLASTX 

gl20658 

1642 

0.0e+00 

402 

81 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE A PRECURSOR, 
CHLOROPLAST >gi | 66025 | pir | | DEPMNA 
glyceraldehyde-3-phosphate dehydrogenase (NADP+) 
(phosphorylating) (EC 1.2.1.13) A precursor, chloroplast 
garden pea >gi | 12159 |emb|CAA36396| (X52148) GAPA [Pisum 
sativum] 



Seq. No. 


192523 


Contig ID 


6674 3.R1039 


5 '-most EST 


LIB3165-047-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g20729 


BLAST score 


596 


E value 


8.0e-62 


Match length 


148 


% identity 


79 


NCBI Description 


(X15190) precursor (AA -68 


Seq. No. 


192524 


Contig ID 


6674 4.R1039 


5' -most EST 


LIB3120-013-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g!20659 


BLAST score 


692 


E value 


6.0e-73 


Match length 


168 


% identity 


82 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE 



[Pisum sativum] 



>gi I 81721 1 pir | IB24796 glyceraldehyde-3-phosphate 
dehydrogenase (NADP+) (phosphorylating) (EC 1.2.1.13), 
chloroplast - white mustard (fragment) 

>gi|829288|emb|CAA27845| (X04302) chloroplast GAPDH (233aa) 



25793 



[Sinapis alba] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E,- value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



192525 

6674_9.R1039 

LIB3166-036-P1-K1-G1 

BLASTX 

g20729 

433 

9.0e-43 

117 

75 

(X15190) precursor (AA -68 to 337) 



[Pisum sativum] 



192526 

6678_1.R1039 

g5045242 

BLASTX 

g3668082 

725 

1.0e-76 

180 
78 

(AC004667) putative DAL1 protein [Arabidopsis thaliana] 
192527 

6680_1.R1039 
uC-gsronu33B116allbl 

192528 

6680_2.R1039 
LIB3165-037-P1-K1-C5 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192529 

6680__3.R1039 
uC-gsflnu33B146hl2bl 

192530 

6681_1.R1039 

LIB3083-052-Q1-L1-F4 

BLASTX 

g4539383 

596 

1.0e-61 

207 

56 

(AL035526) 
thaliana] 



putative protein (fragment) [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



192531 

6686_1.R1039 

LIB3146-043-Q1-K1-F12 

BLASTN 

g4567259 

41 

1.0e-13 

164 
94 



25794 



NCBI Description Arabidopsis thaliana chromosome II BAC F3K23 genomic 
sequence, complete sequence 



S^rr - No 


192532 


Contig ID 


6692 1.R1039 


5 '-most EST 


LIB3197-034-Q1-M1-C2 


L I™ U11V_/U 




MPRT GT 


a4263507 

U 1 U J J v r 


n> Ljrz.jp 1 oLUIc 


/ JU 


Ei ValUc 


i np-77 


Ma 4- oil 1 OTtrfhH 




^ lucIiUl Ly 


31 


lnodx uescripiioii 


( HCnnAC) A A \ H Trr>/'-\-f-'ha+- -i 1 

\ii^uu^i u *i *i ^ nypo ine Licai 


O ~ "--J • III \J . 


JL — / 


Contia ID 


6693 1.R1039 


5' -most EST 


LIB3165-023-P1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3121825 


BLAST score 


959 


E value 


1.0e-104 


Match length 


242 


% identity 


81 


NCBI Description 


2-CYS PEROXIREDOXIN BAS1 



PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi | 1498247 | emb | CAA63910 | (X94219) 
basl protein [Spinacia oleracea] 



Seq. No. 


192534 


Contig ID 


6694 1.R1039 


5' -most EST 


LIB3083-052-Q1-L1-G6 


Method 


BLASTX 


NCBI GI 


g4115377 


BLAST score 


229 


E value 


8.0e-19 


Match length 


58 


% identity 


74 


NCBI Description 


(AC005967) unknown protein 


Seq. No, 


192535 


Contig ID 


6695 1.R1039 


5' -most EST 


LIB3197-048-Q1-M1-D10 


Method 


BLASTX 


NCBI GI 


g3236237 


BLAST score 


801 


E value 


7.0e-88 


Match length 


248 


% identity 


65 


NCBI Description 


(AC004684) putative ribotol 




thaliana] 


Seq. No. 


192536 


Contig ID 


6700 1.R1039 


5' -most EST 


uC-gsronu33B041e05bl 


Method 


BLASTX 


NCBI GI 


g3549666 


BLAST score 


357 


E value 


1.0e-33 



[Arabidopsis 



25795 



